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The MAILING DATE of this communication appears on the cover sheet with the correspondence address - 
Period for Reply 



A SHORTENED STATUTORY PERIOD FOR REPLY IS SET TO EXPIRE 3 MONTH(S) OR THIRTY (30) DAYS, 

WHICHEVER IS LONGER, FROM THE MAILING DATE OF THIS COMMUNICATION. 

- Extensions of time may be available under the provisions of 37 CFR 1.136(a). In no event, however, may a reply be timely filed 
after SIX (6) MONTHS from the mailing date of this communication. 

- If NO period for reply is specified above, the maximum statutory period will apply and will expire SIX (6) MONTHS from the mailing date of this communication. 

- Failure to reply within the set or extended period for reply will, by statute, cause the application to become ABANDONED (35 U.S.C. § 133). 
Any reply received by the Office later than three months after the mailing date of this communication, even if timely filed, may reduce any 
earned patent term adjustment. See 37 CFR 1.704(b). 

Status 

1)^ Responsive to communication(s) filed on 19 October 2007 . 
2a)D This action is FINAL. 2b)[X] This action is non-final. 

3) D Since this application is in condition for allowance except for formal matters, prosecution as to the merits is 

closed in accordance with the practice under Ex parte Quayle, 1935 CD. 11, 453 O.G. 213. 

Disposition of Claims 

4) KI Claim(s) 1-26 is/are pending in the application. 

4a) Of the above claim(s) 1-8,11-20 and 25 is/are withdrawn from consideration. 

5) D Claim(s) is/are allowed. 

6) D Claim(s) is/are rejected. 

7) D Claim(s) is/are objected to. 

8) D Claim(s) are subject to restriction and/or election requirement. 

Application Papers 

9) D The specification is objected to by the Examiner. 

10) Q The drawing(s) filed on is/are: a)Q accepted or b)D objected to by the Examiner. 

Applicant may not request that any objection to the drawing(s) be held in abeyance. See 37 CFR 1.85(a). 
Replacement drawing sheet(s) including the correction is required if the drawing(s) is objected to. See 37 CFR 1.121(d). 

1 1) D The oath or declaration is objected to by the Examiner. Note the attached Office Action or form PTO-152. 

Priority under 35 U.S.C. § 119 

12) 13 Acknowledgment is made of a claim for foreign priority under 35 U.S.C. § 1 19(a)-(d) or (f). 
bM AH b)D Some * c)D None of: 

1 .□ Certified copies of the priority documents have been received. 

2. Q Certified copies of the priority documents have been received in Application No. . 

3. ^ Copies of the certified copies of.the priority documents have been received in this National Stage 

application from the International Bureau (PCT Rule 17.2(a)). 
* See the attached detailed Office action for a list of the certified copies not received. 
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DETAILED ACTION 

Election/Restrictions 

1 . Applicant's election with traverse of Group II (claims 9-10, 21-23, 24 and 26) and further 
elect species of SEQ ID NO: 14 in the reply filed on 10/19/2007 is acknowledged. The traversal 
is on the ground(s) that the examiner has not set froth any reason as to why the species are not so 
linked, and that the restriction should be withdrawn for this reason alone. This is not found 
persuasive because the restriction is between groups I, II, III, IV and V, and the reasons set forth 
are given in the previous Office action, in which it was set forth that a polypeptide comprising 
the amino acid sequence of SEQ I DNO: 1 is taught in the prior art by Old (WO 99/04265), and 
therefore the polypeptide of SEQ ID NO: 1 is not a special technical feature. Additionally, it 
was noted that the claims recited 20 additional peptide sequences (SEQ ID NO: 3 through SEQ 
ID NO: 22), and the examiner requested an election of species of one of them to begin the 
examination process. A restriction between species will be withdrawn if a generic claim is found 
to be allowable. The reason for the lack of unity between the species was stated in the previous 
Office action, because the Office action contained the statement that each of the peptide 
sequences SEQ ID NO: 3 through SEQ ID NO: 22 is an individual species of peptide. 
Applicants have not answered this assertion by stating on the record whether in fact these 
peptides share a common structural feature. Applicants also noted that a search of group I and 
group II would overlap and therefore search and examination of both groups would not impose a 
serious burden on the examiner. This is not found persuasive because group I is drawn to 
polypeptide claims and group II is drawn to polynucleotide claims. Examination of polypeptide 
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claims requires consideration of a different set of issues than does examination of polynucleotide 
claims, as each of these products may be used in different methods, requiring search of different 
fields of the non-patent literature. Furthermore, while a polynucleotide may be a novel product, 
the protein that it encodes may be already known in the art and not disclosed in the same 
databases as those that are searched in the examination of polynucleotides. Lastly, burden is not 
considered in the analysis of lack of unity under PCT Rule 13.1. Therefore, applicants' traverse 
of the restriction requirement is not persuasive. 

The requirement is still deemed proper and is therefore made FINAL. 

2. Claims 1-26 are pending. Claims 1-8, 1 1-20, and 25 are withdrawn from consideration. 
Claims 9, 10, 21-24 and 26 are examined on the merits. 

Claim Objections 

3. Claim 9 is objected to for depending from a withdrawn claim. Claim 9 should be 
rewritten to include all of the limitations recited in claim 1 . 

Claim Rejections - 35 USC § 112 
The following is a quotation of the second paragraph of 35 U.S.C. 112: 

The specification shall conclude with one or more claims particularly pointing out and distinctly claiming the 
subject matter which the applicant regards as his invention. 

4. Claim 10 is rejected under 35 U.S.C. 1 12, second paragraph, as being indefinite for 
failing to particularly point out and distinctly claim the subject matter which applicant regards as 
the invention. 
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Claim 10 is indefinite because the scope of the claim cannot be determined with respect 
the section "b" which recites a DNA hybridizing with the DNA having the nucleotide sequence 
shown in SEQ ID NO: 2 under stringent conditions. The conditions that define "stringent 
conditions" are not set out in the specification, merely an example of such conditions (page 11, 
last paragraph). Therefore, it is not possible to discern which nucleic acids are included within 
the scope of the claim and which are not included. 

The following is a quotation of the first paragraph of 35 U.S.C. 1 12: 

The specification shall contain a written description of the invention, and of the manner and process of making 
and using it, in such full, clear, concise, and exact terms as to enable any person skilled in the art to which it 
pertains, or with which it is most nearly connected, to make and use the same and shall set forth the best mode 
contemplated by the inventor of carrying out his invention. 

5. Claim 10 is rejected under 35 U.S.C. 1 12, first paragraph, as failing to comply with the 
written description requirement. The claim(s) contains subject matter which was not described 
in the specification in such a way as to reasonably convey to one skilled in the relevant art that 
the inventor(s), at the time the application was filed, had possession of the claimed invention. 
The basis for this rejection is that a DNA hybridizing with the DNA having the nucleotide 
sequence shown in SEQ ID NO; 2 under stringent conditions and encoding a protein having 
immune-stimulating activity, or DNA having a partial sequence of the DNA of SEQ ID NO: 2 or 
of a sequence that hybridizes with SEQ ID NO: 2 and encoding a protein having immune- 
stimulating activity each encompass a genus of nucleic acids for which the disclosure of SEQ ID 
NO: 2 is not representative. 

For a claim drawn to a genus, the written description requirement may be satisfied 
through sufficient description of a representative number of species by actual reduction to 
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practice or by disclosure of relevant, identifying characteristics, i.e. structure or other physical 
and/or chemical properties, by functional characteristics coupled with a known or disclosed 
correlation between function and structure, or by a combination of such identifying 
characteristics, sufficient to show the applicant was in possession of the claimed genus. A 
"representative number of species" means that the species, which are adequately described, are 
representative of the entire genus. Thus, when there is substantial variation within the genus, one 
must describe a sufficient variety of species to reflect the variation within the genus (see Official 
Gazette 1241 OG 174, January 30, 2001). 

In the present case, the genus encompassed by a DNA hybridizing with a DNA having 
the nucleotide sequence shown in SEQ ID NO: 2 under stringent conditions, and encoding a 
protein having immune stimulating activity is a very different nucleotide sequence from SEQ ID 
NO: 2 itself and encodes a protein that is very different from the one encoded by SEQ ID NO: 2. 
Hybridization under stringent conditions does not limit the size of the nucleotides and because 
the reference nucleotide sequence is one that "comprises SEQ ID NO: 2" the hybridization could 
occur over regions that are outside of SEQ ID NO: 2 and therefore, have no sequence 
relationship with SEQ ID NO: 2 at all. The genus encompassed by a DNA having a partial 
sequence of DNA having the nucleotide sequence of SEQ ID NO: 2 is a varied genus and 
includes DNA molecules that encode any number of proteins, because almost any protein is one 
that has immune-stimulating activity. A partial sequence may be as small as 2 nucleotides in 
length. Therefore, a DNA having (interpret as "comprising") a partial sequence may be one that 
has only a sequence of 2 nucleotides in common with SEQ ID NO: 2. Therefore, it does not 
appear that the disclosure of SEQ ID NO: 2 itself is representative of the broad scope 
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encompassed either by a DNA hybridizing with the DNA having a nucleotide sequence shown in 
SEQ ID NO: 2 under stringent conditions, or a DNA having a partial sequence SEQ ID NO: 2 
and encoding a protein having immune-stimulating activity. 

Claim Rejections - 35 USC § 102 
The following is a quotation of the appropriate paragraphs of 35 U.S.C. 102 that form the 
basis for the rejections under this section made in this Office action: 

A person shall be entitled to a patent unless - 

(a) the invention was known or used by others in this country, or patented or described in a printed publication in this 
or a foreign country, before the invention thereof by the applicant for a patent. 

(b) the invention was patented or described in a printed publication in this or a foreign country or in public use or on 
sale in this country, more than one year prior to the date of application for patent in the United States. 

(e) the invention was described in a patent granted on an application for patent by another filed in the United 
States before the invention thereof by the applicant for patent, or on an international application by another who 
has fulfilled the requirements of paragraphs (1), (2), and (4) of section 371(c) of this title before the invention 
thereof by the applicant for patent. 

The changes made to 35 U.S.C. 102(e) by the American Inventors Protection Act of 1999 
(AIPA) and the Intellectual Property and High Technology Technical Amendments Act of 2002 
do not apply when the reference is a U.S. patent resulting directly or indirectly from an 
international application filed before November 29, 2000. Therefore, the prior art date of the 
reference is determined under 35 U.S.C. 102(e) prior to the amendment by the AIPA (pre-AIPA 
35 U.S.C. 102(e)). 

6. Claims 9, 10, 21-24 and 26 are rejected under 35 U.S.C. 102(b) as being anticipated WO 
99/04265 (Old, L. J. et al., published 28 January 1999; cited in IDS) as evidenced by Accession 
No. AAX40073 (12 July 1999, WO 99/04265-A2, Database N_Geneseq_200701). 



Application/Control Number: Page 7 

10/525,831 

Art Unit: 1643 

Claim 9 is drawn to a DNA encoding the cancer antigen of claim 1 5 which is a 
polypeptide that comprises the amino acid sequence of SEQ ID NO: 1 or comprises a sequence 
that has changes such as additions, subtractions, substitutions, insertions of one or several amino 
acids and encodes a protein with immune stimulating activity. The specification at page 7, lines 
4-8 defines a "protein having immune-stimulating activity" to mean a "protein having activity of 
inducing an immune response such as generation of an antibody or cell-mediated immunity. 
Among them, a protein having T cell-stimulating activity of stimulating cytotoxic T lymphocytes 
(killer T cells/CTL) is particular preferable". Claim is drawn, in the alternative, to a DNA 
having the nucleotide sequence shown in SEQ ID NO: 2, a DNA hybridizing with the DNA 
having the nucleotide sequence shown in SEQ ID NO: 2 under stringent conditions, and 
encoding a protein having immune-stimulating activity, or a DNA having a partial sequence of 
either of the previous DNA molecules and encoding a protein having immune-stimulating 
activity. Claim 21 is drawn to a cancer vaccine, which comprises the DNA of claim 9, or 
recombinant virus, or recombinant bacteria comprising said DNA. Claim 22 is the cancer 
vaccine of claim 21 which farther comprises an adjuvant. The phrase "cancer vaccine" is 
interpreted as an intended use for claim 21 respect to the aspect of the claim where the product is 
simply a DNA of claim 9. Claim 23 is drawn to a probe for diagnosing cancers, which comprises 
the DNA of claim 9, where the term "probe" does not appears to change the structure of the 
claimed nucleic acid and is therefore considered a term of intended use, not affecting the scope 
of the claim. Claim 24 is drawn to an agent for diagnosing cancers, which comprises the cancer 
diagnostic probe of claim 23 and /or an antibody. Claim 26 is drawn to a probe of claim 23, 
where claim lists, in the alternative, cancers that may be diagnosed with the probe. 
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WO 99/04265 teaches nucleotide sequence that encodes the polypeptide having the 
amino acid sequence of SEQ ID NO: 1 as evidenced by accession no. AAX40073, which shows 
the alignment between a nucleotide sequence of WO 99/04265, encoding a colon cancer 
associated gene and the polypeptide sequence of SEQ ID NO: 1 . Accession no. AAX40073 
teaches that the nucleic acid of WO 99/04265 is 3309 base pairs, which is a nucleic acid 
molecule described in WO 99/04265 as SEQ IDN O: 582, translated as SEQ ID NO: 583 (see 
page 62, lines 21-26). WO 99/04265 also teaches that the nucleic acids described therein maybe 
comprised within pharmaceutical compositions (see page 6, liens 5-11) and that the 
pharmaceutical compositions may further comprise an adjuvant (see page 6, lines 27-28). 
Therefore, WO 99/04265 teaches nucleic acids and compositions as claimed. 



7. Claims 9, 10, 21, 23,24 and 26 are rejected under 35 U.S.C. 102(b) as being anticipated 
by Scanlan (US 6,403,373; issued Jun. 1 1, 2002). 

Scanlan teaches and claims SEQ ID NO: 18, which is a nucleic acid sequence that 
encodes a protein that comprises the sequence of SEQ ID NO: 1, and is an antigen that is 
associated with colon cancer. See below for the alignment of SEQ ID NO: 1 with nucleic acid of 
Scanlan from US 6517837, which is a divisional of the application that resulted in US 6,403,373: 

RESULT 5 

US-09-510-543-18 

; Sequence 18, Application US/09510543 

; Patent No. 6517837 

; GENERAL INFORMATION: 

; APPLICANT: Scanlan, Matthew J. 

APPLICANT: Chen, Yao-Tseng 
; APPLICANT: Stockert, Elisabeth 
; APPLICANT: Old, Lloyd J. 

; TITLE OF INVENTION: ISOLATED NUCLEIC ACID MOLECULES ASSOCIATED WITH COLON CANCER AND 

; TITLE OF INVENTION: METHODS FOR DIAGNOSING AND TREATING COLON CANCER 

; FILE REFERENCE: LUD- 5506.1- JEL/NDH 

; CURRENT APPLICATION NUMBER: US/09/510,543 

; CURRENT FILING DATE: 2000-02-22 

; PRIOR APPLICATION NUMBER: US 09/102,322 
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; PRIOR FILING DATE: 1998-06-22 
; NUMBER OF SEQ ID NOS : 22 
; SEQ ID NO 18 

LENGTH: 5878 

TYPE: DNA 

ORGANISM: Homo sapiens 
FEATURE : 

NAME /KEY: unsure 

LOCATION: 2237.. 2237 

OTHER INFORMATION: 

NAME /KEY: unsure 

LOCATION: 2260.. 2260 

OTHER INFORMATION: 

NAME/KEY: unsure 

LOCATION: 2305.. 2305 

OTHER INFORMATION: 

NAME/KEY: unsure 

LOCATION: 2315.. 2315 

OTHER INFORMATION: 

NAME/KEY: unsure 

LOCATION: 2355.. 2355 

OTHER INFORMATION: 

NAME/KEY: unsure 

LOCATION: 2420.. 2420 

OTHER INFORMATION: 

NAME /KEY: unsure 

LOCATION: 24 21.. 24 21 

OTHER INFORMATION: 

NAME/KEY: unsure 

LOCATION: 2423.. 2423 

OTHER INFORMATION: 

NAME/KEY: unsure 
; LOCATION: 2490.. 2490 

OTHER INFORMATION: 

NAME/KEY : , unsure 

LOCATION: ' 2523. .2523 

OTHER INFORMATION: 
US-09-510-543-18 



Alignment Scores: 



Pred. No. : 


0 


Length : 


5878 


Score: 


4450.00 


Matches : 


858 


Percent Similarity: 


100.0% 


Conservative: 


0 


Best Local Similarity: 


100.0% 


Mismatches : 


0 


Query Match: 


100.0% 


Indels : 


■o 


DB: 


3 


Gaps : 


0 



US-10- 


-525-831 


-1 (1-858) x US-09-510-543-18 (1-5878) 




Qy 


1 


MetSerValValGlyLeuAspValGlySerGlnSerCysTyrlleAlaValAlaArgAla 20 






MIIIIIIIIIMIIIIIIIIMIIIIIIIIIIIIIIIMIMIIIIIMIIIIIIIIII 




Db 


2612 


ATGTCGGTGGTGGGGTTGGACGTGGGCTCGCAGAGCTGCTACATCGCGGTAGCCCGGGCC 


2671 


Qy 


21 


GlyGlylleGluThrlleAlaAsnGluPheSerAspArgCysThrProSerVallleSer 


40 






II 1 II 1 II 1 II 1 III III 1 II 1 II 1 II 1 MM II III III 1 111 III 1 1 1 Ml Mill 




Db 


2672 


GGGGG C ATCGAG ACC ATCGCCAATG AGTTCAG CGAC CGGTG CAC C C CGTC AGTCAT ATCA 


2731 


Qy 


41 


PheGlySerLysAsnArgThrlleGlyValAlaAlaLysAsnGlnGlnlleThrHisAla 


60 






1 1 M 1 1 1 1 1 1 1 M 1 M 1 1 1 1 1 1 1 1 1 1 M 1 II 1 1 M 1 1 It 1 M 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 




Db 


2732 


TTTGGATCAAAAAAT AG AAC AATCGG AGTTGCAG C CAAAAATCAGCAAATC ACTCATGC A 


2791 


Qy 


61 


AsnAsnThrValSerAsnPheLysArgPheHisGlyArgAlaPheAsnAspProPhelle 


80 






IIIIMIIIIIIMIIIIIIIIMMMIIIIIIIMIIIIIMIIIIMIMIMIMI 




Db 


2792 


AAC AATACGGTGTCTAACTTCAAAAGATTTC ATGGC CG AG CATTCAATGACC CCTTC ATT 


2851 


Qy 


81 


GlnLysGluLysGluAsnLeuSerTyrAspLeuValProLeuLysAsnGlyGlyValGly 100 
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llllllllllllllllllllllllllllllllllllllllllllllllllllllllllll 

852 CAAAAGGAGAAGGAAAACTTGAGTTACGATTTGGTTCCATTGAAAAATGGTGGAGTTGGA 



UD 


z o b Z 


pasjjprs^s apps a a aPT^PnPTiTfi( n PBTTT i r , PT*T , pr , a'PTY , R a a a tstv ctc r* a CTree 7a 
L AAAAGG AG AAGG AAAAL 1 I GAG 1 1 AL G A 1 i. J. GG 1 1 L LA 1 1 G AAAAA IVjG 1 GGAG 1 1 GG A 


9 Q1 1 


Qy 


101 


IleLysValMetTyrMetGlyGluGluHisLeuPheSerValGluGlnlleThrAlaMet 


120 






III III llllll MM ll'lllh MM III III III Nil III III 1 II MM III II 




Db 


2912 


STA H TV /"*/Tn A A Ti/"""r< A /-» A TTi/~*r*f~1T*/~* TV A /"< A A A TV«T» A rnmm». r* T T*t~*T>r* f~* A/* , r , ^P^Tl\ A /"^ A /"* /"""Z^ A TV" 1 

ATAAAGG I AA rGl AC A 1 GGG I GAAGAALA 1 L I A I 1 1 AG 1 G 1 GGAGLAGA 1 AALAGLLA 1 G 




Qy 


121 


LeuLeuThrLysLeuLysGluThrAlaGluAsnSerLeuLysLysProValThrAspCys 


140 






1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




DO 


2972 


1 1 uri/ii 1 » 1 a /"""PA nPPTPA ]\r<pi\ A APTr l r , T 1 P7\ A A APArTTTr'A A/'* , AAAP , r , AP ,, T , AA PArTiTTPT 

1 1 G 1 1 GAL 1 AAGL 1 GAAGGAAAL 1 G L 1 GAAAALAGLL I LAAGAAAL LAG 1 AALAGA 1 ibl 


jUj 1 


Qy 


141 


VallleSerValProSerPhePheThrAspAlaGluArgArgSerValLeuAspAlaAla 


160 






MM MIMI llll MM, llll llll Mill llll Mill M 




DO 


3032 


Gil All 1 LAGT. LULL. X LL 1 1 Llll ALAGA rGLTGAGAGGLGA 1 L 1 G 1 G 1 1AGA1GL1GLA 


*j n q i 


Qy 


161 


GlnlleValGlyLeuAsnCysLeuArgLeuMetAsnAspMetThrAlaValAlaLeuAsn 


180 






II Mllllll III III lllllllllllll MIMI MIMM MINI llllll 1 MM 




DO 


3092 


f \ A ^ A rnmrtmnvirtrtrtm* A A r"Ty"l»] " 1 » A A ^ A /"*' 1 ■ 1 ' A TTf A A TV A ^IIMVI A /~< A /"* /""rVT* 1 V* ' I " 1 w t A AT" 

LAGA1 1 G 1 1 GGLCTAAALTG 1 1 1 AAGAL 1 1 Al GAATGALA1 GALAGL 1 Lvl 1GL1 1 1GAA1 


J XdX 


Qy 


181 


TyrGlylleTyrLysGlnAspLeuProSerLeuAspGluLysProArglleValValPhe 


200 






1 f 1 1 i 1 1 1 1 1 1 1 It J 1 1 1 f 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 J 1 1 1 1 i 1 1! 1 1 1 1 1 1 1 1 1 




TAW 

UD 


3152 


T» A r*f*t~* A A'l»l"l« AT" A A A /■"'/*'' A »"P/"»T' /"'/*'/"' A A ^^TVP A TV A /"*• A A A fflrr*?**/"*/"* A If* A /"*TV/"""I " 1 "1 " 1 " 1 1 

TACGGAA 11 1 ATAAGLAGGATLTLCLAAGLL 1 vjGA 1 GAGAAALL rLGGA 1 AG 1 GG 1 llll 


J iil 1 


Qy 


201 


ValAspMetGlyHisSerAlaPheGlnValSerAlaCysAlaPheAsnLysGlyLysLeu 


220 






1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 f 1 1 E 1 1 r 1 1 1 1 1 1 f 1 1 1 1 1 1 1 1 i i 1 1 1 1 




DO 


3212 


GTTGATATGGGACATTCAGCnTTTTCAAGTGTCTGCTTGTGCTTTTAALV^GGGAAAATTG 


J Z / 1 


Qy 


221 


LysValLeuGlyThrAlaPheAspProPheLeuGlyGlyLysAsnPheAspGluLysLeu 


240 






Ml MM MM llll Mlllllll MMIIIIIIMI Mill llllllllll 




UD 


3272 


TV TV ^* (~* TV / ill irin^i TV TV ^ TV / *f|WliflM| TV rri^^li iuiui Nil 7\ /"i^t T\ TV TV TV TV TV TV TiTTi/^/^ t\ mr< TV TV TV TV /^'l* 1 1 TV 

AAGGTACTGGGAACAGL 1 1 1 rGATCLTU rLMrTAGGAGGAAAAAAL 1 I LGAT. GAAAAG 1 1A 


3331 


Qy 


241 


ValGluHisPheCysAlaGluPheLysThrLysTyrLysLeuAspAlaLysSerLysIle 


260 






1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 ! 1 1 1 1 1 f 1 M 1 1 r 1 1 1 M 1 1 1 1 M f f 1 1 1 1 1 1 




Db 


3332 


GTGG AAC ATTTTTGTG CAG AATTTAaAACTaAGTACAAGTTGG ATG C AAAATCC AAAATA 


3391 


Qy 


261 


ArgAlaLeuLeuArgLeuTyrGlnGluCysGluLysLeuLysLysLeuMetSerSerAsn 


280 






I M 1 1 II 1 1 1 1 II 1 1 1 M II 1 1 1 1 1 1 1 M 1 M 1 1 1 1 1 1 1 1 1 1 1 1 M 1 M 1 II 1 1 1 1 1 1 1 1 




UD 


3 3 92 


LGAGLAL 1 LL 1 ALG 1 L 1 G 1 Al LAGGAA1 G 1 GAAAAAL 1 GAAAAAGL 1 AA1 GAGL 1 L 1 AAL 


3451 


Qy 


281 


SerThrAspLeuProLeuAsnlleGluCysPheMetAsnAspLysAspValSerGlyLys 


300 






Ml MUM: III! MUM MM Mill Mill! MIMM MM 1 




UD 


3452 


Arr'APUPJI /"•»/**"l«l'/'*'/*^A /"""TV A A T< A T*/™'/""' A A TV* ^irrwpT A TV A A rpO A T» A A A Z"' A rri/*^ I TW1 Ml A A A /""» 

AGC ACAG ACLTT L LALTG AATATCG AATG CTTTATG AATGATAAAG ATGTTTCCGG AAAG 


3511 


Qy 


301 


MetAsnArgSerGlnPheGluGluLeuCysAlaGluLeuLeuGlnLysIleGluValPro 


320 






Ml MMMl MM Mil. MM MM Mill MIMM MM 1 




UD 


3 512 


A TV A KPAPPTr'Tl /~i A A ' 1 ■ 1 "I V A A/* 1 A A PTTWrPTP PTP A A f""T ,r r , /""TV A A A A Z"' A T» A P 1 A APTRPPP 

A TG AAL AGGTL AL AA vTTGAAG AAL TL IXjI G L 1 G AAL 1 1 L 1 GL AAAAG A 1 AG AAG 1 AL L L 


3571 


Qy 


321 


LeuTyrSerLeuLeuGluGlnThrHisLeuLysValGluAspValSerAlaValGluIle 


340 






Ml MM Mill MM ; MIM MM Mill MIMi MM 




DO 


3572 


/-lit Willi) Tv iihiii-i T> r**rr\J~\\ IMII/^^ A A A A A /^rri/~l A rp/^T 1 /^ A A A/^TIA/~»A A/"»A T'/^T'/"' A rnVT'TVO' 1 » A A T»T 

CTTTATTCACTGTTGGAACAAACTCATCTCAAAGTAGAAGAT 


363 1 


Qy 


341 


ValGlyGlyAlaThrArglleProAlaValLysGluArglleAlaLysPhePheGlyLys 


360 






1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 M M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




Db 


3632 


GTTGGAGGCGCTACACGAATTCCAGCTGTGaAGGAAAGaATTGCCaaATTCTTTGGa^ 


3691 


Qy 


361 


AspIleSerThrThrLeuAsnAlaAspGluAlaValAlaArgGlyCysAlaLeuGlnCys 


380 






1 II III Ml MM MIMI III III 1 MIMI llllll llll IMIMMM Ml Mill 




Db 


3692 


GATATTAGCACAACACTCAATGCAGATGAAGCAGTAGCa^GAGGATGTGCATTACAGTGT 


3751 


Qy 


381 


AlalleLeuSerProAlaPheLysValArgGluPheSerValThrAspAlaValProPhe 


400 






Ml! MM 'MIMI MUM MIM MM MIM MIMMIIII 




Db 


3752 


GCAATACTTTCCCCGGCATTTAaAGTTAGAGaATTTTCCGTCACAGATGCAGTTCl^^ 


3811 


Qy 


401 


ProIleSerLeuIleTrpAsnHisAspSerGluAspThrGluGlyValHisGluValPhe 


420 






MIMMMMM III Ml MIIIIMIIMI IMMMMMMIM III MM Mill 




Db 


3812 


CCaATATCTCTGATCTGGaACCATGATTCAGAAGATACTGAAGGTGTTCATGaAGTCTTT 


3871 
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Qy 


421 


SerArgAsnHisAlaAlaProPheSerLysValLeuThrPheLeuArgArgGlyProPhe 


440 






III III II 1 III MINIMI III III III Ml III III III III III III llllll 1 




Db 


3872 


agtpgaaappatpptpptpptttptppaaagttptpapptttptgagaagggggpc!TTTT 


3931 


Qy 


441 


GluLeuGluAlaPheTyrSerAspProGlnGlyValProTyrProGluAlaLyslleGly 


460 






IIIIIIIIIIIMIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIMIIIIIIIIIIIII 




Db 


3 932 


P AG PT Afl A APPTTTPT ATTPTG ATPP P P AAGG AGTTPP AT ATP P AG AAG P AAAAAT AGG C 


3 991 


Qy 


461 


ArgPheValValGlnAsnValSerAlaGlnLysAspGlyGluLysSerArgValLysVal 


480 






IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIII 




UU 


J J V Z 




4051 


Qy 


481 


LysValArgValAsnThrHisGlyllePheThrlleSerThrAlaSerMetValGluLys 


500 






1 hi! II MM III , llllMIII Mil Mil Mill II 




UU 


*± U 3Z 


AAAPTPPPAPTPAAPAPPPATPPPATTTTPAPPATPTPTAPGPPATPTATGPTGPAPAAA 


4111 


Qy 


501 


ValProThrGluGluAsnGliiMetSerSerGliiAlaAspMetGluCysLeuAsnGlnArg 


520 






iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiinii 




nk 
UU 


*i J. J. z 


PTPPPA APTPAPPAPA STfi A A ATPTPTTPTP A APPTP APATPPAP TCTPTfi A ATP APAP A 


4 171 


Qy 


521 


ProProGluAsnProAspThrAspLysAsnValGlnGlnAspAsnSerGluAlaGlyThr 


540 






III MM II llllll Mill MUM III III MUM llllll llllll II llllllll 




UU 


4 J. / A 


ppappap a a aarf , rar , ararTrtiTaaaaaTCTpr , acr , aar!araarar!Tr!aar!rTf!fia&pa 

L.^A\~L.M«>ii\MAL.L^i\Vj>\L./lL. 1 1 loll L./l\jV-/\/i\jML./viv»/vj 1 Vj>^H\jV~ 1 OV3M>\^.f-l 


4231 


Qy 


541 


GlnProGlnValGlnThrAspAlaGlnGlnThrSerGlnSerProProSerProGluLeu 


560 






1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 t 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 






ATT') 
f* £. J £ 


p a p p p rr & p n t a p a a a ptp a tpptp a & p a & 21 pptp 21 p a ptptp pp ppttp a p ptp a a pit 


4291 


Qy 


561 


ThrSerGluGluAsnLysIleProAspAlaAspLysAlaAsnGluLysLysValAspGln 


580 






1 1 1 1 t 1 1 1 1 1 I 1 M 1 1 1 1 1 1 i 1 1 I 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 t 1 i 1 1 1 






4292 


APPTPAPAAPAA AAPAAA ATPPPAPATPPTPAPAA APPAAATPAAAAAAAAPTTGAPPAP 


4351 


Qy 


581 


ProProGluAlaLysLysProLysIleLysValValAsnValGluLeuProIleGluAla 


600 






1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




UU 




PPTPPAPAAPPTAAAAAPPPPAAAATAAAPGTGGTGAATGTTGAGPTGPPTATTGAAGPP 


4411 


Qy 


601 


AsnLeuValTrpGlnLeuGlyLysAspLeuLeuAsnMetTyrlleGluThrGluGlyLys 


620 






1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 




Db 


4412 


A A PTTPGTPTGGP APTT AGGG A A AG A PPTTPTT A AP ATGT AT ATTG AG AP AP AGGGTAAG 


4471 


Qy 


621 


MetlleMetGlnAspLysLeuGluLysGluArgAsnAspAlaLysAsnAlaValGluGlu 


640 






M 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




Db 


44 72 


ATPATAATPPAAPATAAATTPPAAAAAGAAAPGAATPATPPTAAAAATPPAPTTGAPPAA 


4531 


Qy 


641 


TyrValTyrGluPheArgAspLysLeuCysGlyProTyrGluLysPhelleCysGluGln 


660 






1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 ! 1 1 1 1 1 1 II 1 1 




Db 


4532 


TATPTPTATPAPTTPAPAPAPAAPPTGTPTPPAPPATATPAAAAATTTATATGTGAGPAP 


4591 


Qy 


661 


AspHisGlnAsnPheLeuArgLeuLeuThrGluThrGliiAspTrpLeuTyrGluGluGly 


680 






1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




nv, 
UU 


/ICO') 
4 D JZ 


P STP A TP A A A A TTTTTm AP A PTPPTP AP AP A A A PTP A AP A PTPPPTPT A TP A A P A A PP A 




Qy 


681 


GluAspGlnAlaLysGlnAlaTyrValAspLysLeuGluGluLeuMetLysIleGlyThr 


700 






II 1 II 1 M Ml Ml 1 1 1 III 1 II Ml 1 Mill III Ml Ml III III III II llllll 




Db 


4652 


GAGGACCAAGCTAAACAAGCATATGTTGACAAGTTGGAAGAATTAATGAAAATTGGCACT 


4711 


Qy 


701 


ProValLysValArgPheGlnGluAlaGluGluArgProLysMetPheGluGluLeuGly 


720 






III III III 1 II llllllll III MM MIMIIII llllll III III III III III 1 




Db 


4712 


CCAGTTAAAGTTCGGTTTCAGGAAGCTGAAGAACGGCCAJVAAATGTTTGAAGAACTAGGA 


4771 


Qy 


721 


GlnArgLeuGlnHisTyrAlaLysIleAlaAlaAspPheArgAsnLysAspGluLysTyr 


740 






1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 f 1 ! 1 1 1 1 1 1 i 1 1 1 1 1 1 1 i 1 1 




Db 


4772 


CAGAGGCTGCAGCATTATGCCAAGATAGCAGCTGACTTCAGAAATAAGGATGAGAAATAC 


4831 


Qy 


741 


AsnHisIleAspGluSerGluMetLysLysValGluLysSerValAsnGluValMetGlu 


760 
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Db 


4 832 


Qy 


/ o X 


Db 


4 892 


Qy 


/ O -L 


Db 


4952 


Qy 


801 


Db 


5012 


Qy 


821 


Db 


5072 


Qy 


841 


Db 


5132 



Mm 1 mini in mi in in i mum in minimum mm in m 

AACCATATTGATGAGTCTGAAATGAAAAAAGTGGAGAAGTCTGTTAATGAAGTGATGGAA 
TrpMetAsnAsnValMetAsnAlaGlnAlaLysLysSerLeuAspGlnAspProValVal 

I M I M 1 1 1 1 M 1 1 M 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 M 11 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 > 1 1 1 1 1 1 

TGG ATG AATAATGTCATG AATG CTCAGG CT AAAAAG AGTCTTG ATCAGGATC CAGTTGT A 
ArgAlaGlnGluIleLysThrLysIleLysGluLeuAsnAsnThrCysGluProValVal 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 J 1 1 1 i 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 r 1 1 1 r 1 1 1 1 1 1 1 1 1 1 1 

CGTG CTC AGGAAATT AAAAC AAAAATCAAGGAATTG AAC AAC ACATGTG AAC CCGTTGTA 
ThrGlnProLysProLysIleGluSerProLysLeuGluArgThrProAsnGlyProAsn 

II I II MM Ml III Ml MM MMIMM I II 1 1 II I IN III III III MIMMM 

ACACAACCG AAAC CAAAAATTG AATCACCCAAACTGG AAAG AACTC CAAATGGCC CAAAT 
IleAspLysLysGluGluAspLeuGluAspLysAsnAsnPheGlyAlaGluProProHis 

1 1 1 1 1 1 1 1 1 1 ) 1 1 [ M I M I M 1 1 1 M 1 1 1 1 1 i I M I F 1 1 1 1 1 1 1 1 1 M If I M I r II f I 

ATTGATAAAAAGGAAGAAGATTTAGAAGACAAAAACAATTTTGGTGCTGAACCTCCACAT 

GlnAsnGlyGluCysTyrProAsnGluLysAsnSerValAsnMe t AspLeuAsp 858 
I M M M I II I I II II II II I I II II II II I I II I II II II II I I I I I I I II II 



Scanlan teaches the use of the nucleic acids as probes (see column 8, lines 25-46) and also 
teaches the use of nucleic acids in expression vectors for therapeutic applications (see column 
10, lines 8-16). Therefore, Scanlan teaches nucleic acids that are the same as that claimed. 

8. Claims 9, 10, 21, 23, 24 and 26 are rejected under 35 U.S.C. 102(b) as being anticipated 
by Scanlan-II (Scanlan, M.J. et al, Int. J. Cancer 76: 652-658, 1998; cited in the IDS). 

Scanlan-II teaches a nucleic acid, designated NY-CO-25, with GenBank accession no. 
AF039695) isolated from colon cancer samples and encoding a protein having similarity to hsp- 
1 10 (see page 653, Table 1A). Therefore, Scanlan-II teaches a nucleic acid that is the same as 
that claimed. 

RESULT 3 
AF039695 

LOCUS AF039695 3309 bp mRNA linear PRI 05-MAY-1999 

DEFINITION Homo sapiens antigen NY-CO-25 (NY-CO-25) mRNA, partial cds . 

ACCESSION AF039695 

VERSION AF039695.1 GI:3170189 

KEYWORDS 

SOURCE Homo sapiens (human) 

ORGANISM Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 
Mammalia; Eutheria; Euarchontoglires; Primates; Haplorrhini; 
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REFERENCE 
AUTHORS 

TITLE 

JOURNAL 
PUBMED 
REFERENCE 
AUTHORS 
TITLE 
JOURNAL 



FEATURES 

source 



gene 
CDS 



Catarrhini ; Hominidae ; Homo . 

1 (bases 1 to 3309) 

Scanlan, M . J. , Chen,Y.T., Williamson, B. , Gure,A.O., Stockert,E., 

Gordan,J.D., Tureci,0., Sahin,U., Pf reundschuh, M . and Old, L.J. 

Characterization of human colon cancer antigens recognized by 

autologous antibodies 

Int. J. Cancer 76 (5), 652-658 (1998) 

9610721 

2 (bases 1 to 3309) 
Scanlan, M.J. 
Direct Submission 

Submitted (23 -DEC- 1997) Ludwig Institute for Cancer Research, New 
York Branch at Memorial Sloan- Kettering Cancer Center, 1275 York 
Avenue, New York, NY 10021, USA 

Location/Qualifiers 

1. .3309 

/organism="Homo sapiens" 

/mol_type="mRNA" 

/db_xr e f = " taxon : 9 6 0 6 " 

/ tissue_type- " colorectal carcinoma " 

<1. .3309 

/gene="NY-CO-25" 

<1. .2619 

/gene="NY-CO-25" 

/note="similar to hspllO family members" 

/codon_start-l 

/product = "antigen NY-CO- 25" 

/protein_id="AAC18044 .1" 

/db_xref="GI: 3170190" 

/trans la tion= "RRPRPEAEADREPAMSWGLDVGSQSCYIAVARAGGIETIANEF 

SDRCTPSVISFGSKNRTIGVAAKNQQITHANNTVSNFKRFHGRAFNDPFIQKEKENLS 

YDLVPLKNGGVGIKWIYMGEEHLFSV^QITAMLLTKLKETAENSLKKPvTDCVISVPS 

FFTDAERRSVLDAAQIVGLNCLRLMNDMTAVALNYGIYKQDLPSL^ 

H S AFQ VS ACAFNKG KLKVLGTAFD P F LGG KNFDEKL VEH FC AE F KTKYKLDAKS K I RA 

LLRLYQECEKLKKLMSSNSTDLPLNIECFMNDKDVSGKMNRSQFEELCAELLQKIEVP 

LYSLLEQTHLKVEDVSAVEI VGGATRI PAVKERIAKFFGKDI STTLNADEAVARGCAL 

QCAI LSPAFKVREFSVTDAVPFPI SLIWNHDSEDTEGVHEVFSRNHAAPFSKVLTFLR 

RGPFELEAFYSDPCK3VPYPEAKIGRFWQNVSAQKDGEKSRVKVKTOVNTHGIFTIST 

ASMVEKVPTEENEMSSEADMECLNQRPPENPDTDKNVQQDNSEAGTQPQVQTDAQQTS 

QSPPSPELTSEENKIPDADKANEKKV13QPPEAKKPKIKVVWELPIEANLWQLGKDL 

LNMYIETEGKMIMQDKLEKERNDAKNAVEEYWEFRDKLCGPYEKFICEQDHQNFLRL 

LTETEDWLYEEGEDQAKQAYVDKLEELMKIGTPVKVRFQEAEERPKMFEELGQRLQHY 

AKIAADFRNKDEKYNHIDESEMKKV^KSWEVTIEWMNW 

IKTKIKELNNTCEPWTQPKPKIESPKLERTPNGPNIDKKEEDLEDKNNFGAEPPHQN 
GECYPNEKNSVNMDLD " 



ORIGIN 



Alignment Scores: 

Pred. No.: 0 Length: 3309 

Score: 4450.00 Matches: 858 

Percent Similarity: 100.0% Conservative: 0 

Best Local Similarity: 100.0% Mismatches: 0 

Query Match: 100.0% Indels: 0 

DB : 5 Gaps : 0 

US-10-525-831-1 (1-858) x AF039695 (1-3309) 

Qy 1 MetSerValValGlyLeuAspValGlySerGlnSerCysTyrlleAlaValAlaArgAla 20 

I I I I I I I I I I I I II llll I I I I I II I II I I I I I I II II II I II I II I I I I I I I I I I II II 
Db 43 ATGTCGGTGGTGGGGTTGGACGTGGGCTCGCAGAGCTGCTACATCGCGGTAGCCCGGGCC 102 



Qy 



Db 



21 GlyGlylleGluThrlleAlaAsnGluPheSerAspArgCysThrProSerVallleSer 40 

1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 II 1 1 1 II I II II 1 1 MM II 1 1 1 1 1 lllll III 1 1 1 1 1 1 1 1 II I 

103 GGGGGCATCGAGACCATCGCCAATGAGTTCAGCGACCGGTGCACCCCGTCAGTCATATCA 162 



Qy 41 PheGlySerLysAsnArgThrlleGlyValAlaAlaLysAsnGlnGlnlleThrHisAla 60 
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IIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIII 



L/JJ 


163 


TTTCif4 ATP a A a a A AT AC1 A A C A ATPGG AGTTGC AC! CC AAAAATC AG C AAATCACTC ATG C A 


222 


Qy 


61 


AsnAsnThrValSerAsnPheLysArgPheHisGlyArgAlaPheAsnAspProPhelle 


80 






Mi MM III hill illll III! MM MM IMIiMIII III 




UD 


O O 7 

£ £■ J 


flafaaTarrPTPTrTaflPTTPaaii areaH*rpr*ATCf^ppfiarepaTTr'A ATCiAPPPr'TTPATT 


282 


Qy 


81 


GlnLysGluLysGluAsnLeuSerTyrAspLeuValProLeuLysAsnGlyGlyValGly 

MIIMIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIII 


100 


UD 


Z O J 


L-AAAMVjtjAtjAAtjVjAAAAL. 1 1 1 I nLun 111 \3\J 1 1 L-L.A I 1 V7AAAAH A V3V7 1 VjVjHVj 1 A UUft 


342 


Qy 


101 


IleLysValMetTyrMetGlyGluGluHisLeuPheSerValGluGlnlleThrAlaMet 


120 






IIIIMIMMI 1 MM Mill IIIIIIIIIMIMIMI Mill! 1 MM! 1 Mill! 




UD 




AlAAAtjtjl tjlnLAiuuulbAAbiUiLiilLiHX 1 1 Atjlwl\?V7AtjLAtjAlAA\^Aov.L,Alv7 


A Pi9 
n U <6 


Qy 


121 


LeuLeuThrLysLeuLysGluThrAlaGluAsnSerLeuLysLysProValThrAspCys 


140 






1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 [ 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 il M 1 II 1 1 1 1 1 M 1 




UD 


4 U J 


TTPTTPaPTaarTTY 1 a appaa aPTPPTPaa a apapppTPaapaaapraPTaaraP-fiTTPT 

1 1 0 1 1 L7A1. 1 AAtjL- 1 unnuuHftAL 1 uL. 1 uAAAAL.AVjV.L. 1 v»AAVjAAAV»v»AIj 1 AAL.AL7A A A V7 1 




Qy 


141 


VallleSerValProSerPhePheThrAspAlaGluArgArgSerValLeuAspAlaAla 


160 






1 1 M 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 




UD 


4 63 


rTTaTTTPaPTrppp'TPPT'rPT'PTapapn'rpp'rpapappppRTPTPTPTTapaTPPTPPa 
L>1 1A1 1 lv^AL»At«CL.L. 1L,L.A 1 I At-AVjAA\jt. avjAvjAWjCvjAI L, I tj lu 1 1 AIjAaAjL. ILjL-A 


coo 

D Z Z 


Qy 


161 


GlnlleValGlyLeuAsnCysLeuArgLexiMetAsnAspMetThrAlaValAlaLeuAsn 


180 






1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 r 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




UD 


523 


r , Ts.r , T^ r r r rr ,r r r rcrTT"T'Ti. a bptptttr BPEPTraTPa aTPapaTPapappTPTTPPTTTPaaT 
LttoA 1 lbl 1 LAjt-L. 1 AAAL. lul 1 1 AA\jAV~ 1 1 A 1 IjAA 1 ljAt_A 1 tjAt_Atjt_ X(j1 luLl 1 1 uAA 1 


coo 


Qy 


181 


TyrGlylleTyrLysGlnAspLeuProSerLeuAspGluLysProArglleValValPhe 


200 






1 MIM II IIMIMIIIIIIIIIIMIIIMIIIIMMIIMIIIMIIIIMI 




UD 


bo J 


TBPPPB BTTTRTB ft HP APT' BTPTPPPB SPPPTPPBTPaPB R a PPTPPP aTaPTPP r T , t 1 T't ,r l' 
IAV-VjIjAAI 1 1 Al AAtjL-AtjtjA 1 L. 1 t„L.L.AAv7L.L. l LiLtAI IjALjAAAI-1- 1 t-LrtjAl Ao 1 VjVj 1 1111 


o 


Qy 


201 


ValAspMetGlyHisSerAlaPheGlnValSerAlaCysAlaPheAsnLysGlyLysLeu 


220 






Mill MUM! II 1 II 1 1 II III MIM 1 Mill 1 Mill 1 MM 1 MM IIMIIII 








pttp aT RTvznifz a pa'i"i 'papp'i'i u i "i 'C a a rz'VCiT' cttz cttcztcz r^'i " i "i ~ r n a pa anprza a a airn 

v» A A 1 A 1 1 1 V_i-i\jv_ 1111 V^AAo luiLi VjV— 1 1 Vj 1 Vj V- 1 A A A nnL.nnuuunftttn 1 A VJ 


702 


Qy 


221 


LysValLeuGlyThrAlaPheAspProPheLeuGlyGlyLysAsnPheAspGluLysLeu 


240 






I MM MM MIM Ml MM MM MM MM MM Ml 






/ U J 


Aanp,TAPTP,r,p.AaPAP,PTTTTr,aTrrTTTPTTa.ppar:f;Aaaa 

AAL7I7 1 Av_ 1 Vj\joAAv~HVjV_ 111 1 VjAI L.v» 1 1 1 v. 1 1 AuunuuAHnHAHV, 1 A V.vj/\ A \ji\Jr\f\Jn\3 AIM 


762 


Qy 


241 


ValGluHisPheCysAlaGluPheLysThrLysTyrLysLeuAspAlaLysSerLysIle 


260 






1 MM MIM IM Ml i Ml Mill MM MM! MIM II 






/ Dj 


P.TP,P.AAPATTTTT^TP.PAP.AATTTAAAAPTAAr!TArAAriTTrir!ATP,rAAAATrrAAAATA 
\j 1 LjoMAL-M lllllul oLAbrtrt 111 AAAAl* 1 nHu 1 HUirtu 1 1 uurt 1 VjL.AAAA 1 L. L.AHAA 1 A 


822 


Qy 


261 


ArgAlaLeuLeuArgLeuTyrGlnGluCysGluLysLeuLysLysLeuMetSerSerAsn 


280 






II MUM III Mil II 1 ! 




UU 




PPAPPaPTPPTAPPTPTPTaTPAPPAATPTPAAftAaPTPaaaaaPPTAATPAPPTPTaaP 
I-IjAoL. AV_ 1LL1 AL.O ILlulAl L-MVj^jAM XKj X VjAAAAAL. 1 LjAAAAAoI- 1 AA 1 L7AL1 L, 1 L, 1 HAL 




Qy 


281 


SerThrAspLeuProLeuAsnlleGluCysPheMetAsnAspLysAspValSerGlyLys 


300 






M. Mill Mill MM: MM MIM MMMMMMMM Mill III 






O O J 


BPPapaPBPPTTPPaPTPaaTaTPP a a tp p™ i " i " i * a tp a btp btb aaPBTPTTTPPPPaa bp 
AtjL-AL.AvrAL.v- 1 1 LLAL. 1 VjAAl Al V-LjAA 1 tjt- 1 1 1 A 1 o AA lb A 1 AAAVj A 1 o 1 1 1 L.L.tatjAAAtj 


Q/l O 


Qy 


301 


MetAsnArgSerGlnPheGluGluLeuCysAlaGluLeuLeuGlnLysIleGluValPro 


320 






1 !!l ! Ill 1 1 1 1 1 ! ! M 1 II 1 IIIIIIIIIIIIIMIIIIIIIMIIIIIIIIIIIIIII 




Db 


943 


ATG AAC AGGTC AC AATTTG AAGAACTCTGTG CTGAACTTCTGC AAAAG ATAGAAGTAC C C 


1002 


Qy 


321 


LeuTyrSerLeuLeuGluGlnThrHisLeuLysValGluAspValSerAlaValGluIle 


340 






1 MM MIM MIM MM! Ml MM Mill MM MIM Ml 




Db 


1003 


CTTTATTCACTGTTGGAACAAACTCATCTCAAAGTAGAAGATGTGAGTGCAGTTGAGATT 


1062 


Qy 


341 


ValGlyGlyAlaThrArglleProAlaValLysGluArglleAlaLysPhePheGlyLys 


360 






IIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIMIIIIIIIIIIIMIIIIIIIIIIIII 




Db 


1063 


GTTGGAGGCGCTACACGAATTCCAGCTGTC 


1122 


Qy 


361 


AspIleSerThrThrLeuAsnAlaAspGluAlaValAlaArgGlyCysAlaLeuGlnCys 


380 






1 1 1 I 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 I 1 1 1 1 1 1 1 1 1 II I 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




Db 


1123 


GATATTAGCACAACACTCAATGCAGATGAAGCAGTAGCCAGAGGATGTGCATTACAGTGT 


1182 
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Qy 


381 


AlalleLeuSerProAlaPheLysValArgGluPheSerValThrAspAlaValProPhe 


400 






IIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIMIIIIIIIIIIIIIIIIIIIII 




JJD 




f pnaTai^TTTPorr^riraTTTaa apttapbpb a'ri'iTPPPTPapapaTPPBPTTPPTTTT 

111 LL LLVJ'oL.ri. 1 1 1 jHJ-LHAj 1 ±H\jH\Jt\t\l 111 LLkj 1 LML-rtAjM. 1 uL/iU 1 1 v_v_ 1111 


1242 


Qy 


401 


ProIleSerLeuIleTrpAsnHisAspSerGluAspThrGluGlyValHisGluValPhe 


420 






iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 




Uxj 




P P A A TaTfTPTfi A TCTfif! A A PP ATP* A TTP APAAPATA PTP A APPTPTTP ATP A A PTPTTT 
LLi-Lri 1 /\ 1 L 1 L 1 \jn 1 L 1 1 VJi-i 1 1 K^4\\3t\i\\3t\ 1 ML 1 L?MnVjVj 1 Vj 1 1 Lri 1 L»M/V«3 iv,l 1 1 


1302 


Ov 


421 


SerArgAsnHisAlaAlaProPheSerLysValLeuThrPh.eLeuAirgArg'GlyPr'oPhe 


440 






lilllllllllllllllillllllllllllllllllllllllllMIIIIIIIIIMIII 




UD 




A P TPP A A A PP A TP PTP PTPPTTTPTPP AAA PTTPTP A PPTTTPTP A P A A PPPPPP PTTTT 
i-\vj 1 LbAAnLLiiluL 1 v»L 1 LL LLAAhu 1 ILi LrtLL 1 1 1 L J. VjfM^jH-H.Lj^j^j^jjLjLL 1111 


13 62 


Qy 


441 


GluLeuGluAlaPheTyrSerAspProGlnGlyValProTyrProGluAlaLysIleGly 


460 






MM MM MM MMI III III MM III Mill MM M 




UD 




p a n pt a p a a p ptttptattptp a tpp pp a a pp a cttp p a t a tpp a p a a p p a a a a at a ppp 

L\HAjL 1 AoAHuL 1 1 1 L 1 ri 1 1 L 1 Vjt\ 1 LLLV.nnouAu 11L Li-V 1 A 1 L \^n<jf\f\\j LMMH-rtJ-i 1 


14 22 


Qy 


461 


ArgPheValValGlnAsnValSerAlaGlnLysAspGlyGluLysSerArgValLysVal 


480 






MM IMM Ml MM Ml llllll IIIIMIMI IIIIMIMM 




JJD 




rir^TTTPTAPTTPAP A TV m^ri-wpf-p^rp^pi A P" 1 A A A P A TPP A P A AAA ATPT IP APT A A A A PTP 

LIjL 1 1 I(j1A(j1 1 LA\jAA1l«1 1 1 L 1 VjL AlACjAAAIj A 1 vjvjAvj AAAAA 1 L 1 AVjAC* 1 AAAAlj 1 L 


-L*i 0 £. 


Qy 


481 


LysValArgValAsnThrHisGlyllePheThrlleSerThrAlaSerMetValGluLys 

i i 1 1 1! 1 1 1 1 1 1 1 1 1 1 Ml II 1 1 ! M i 1 1 1 1 II Ml Ml II III 1 II Mill] II 1 II 


500 


Db 


1483 


aaa r°*fT>r* a /"»t/"» a a ^ a r^r^r^ a T/^/™ , ^ t a ii»i»i*ii/iti ^/"i at^t^wpa r^r^f^r* a t/^t» a tv" , P"tv , p* a p* a a a 
AAA(jlbL(jA(jrLAALAULLAI WjLAi 1 1 1 LAllAIlIlI AlWjLAJX J.AX WjrluljAbAAA 


1542 


Qy 


501 


ValProThrGluGluAsnGluMetSerSerGluAlaAspMetGluCysLenAsnGlnArg 


520 






MIM MM Ml MM MM: II! MIM II' Mill Mill 1 




UD 


1543 


/""T»/"1 /"»/"• A A /"""TV 1 A r*f* A ^ A A TT 1 AAA Tf TV" 1 u ■ l/vpri A A Z" 1 /""TV ^ f ATV"" , f""' A f""TV""P/'^'TV"' A A TP* A P* A /""• A 

(j J. L L L AAl 1 Kj AKjKj Al- AA Il» AAA KjIlIIlI (jAAvjL 1\j Al A I QjvjAL? I 1 l 1 Qj AA 1 L ALjALt A 


1602 


Qy 


521 


ProProGluAsnProAspThrAspLysAsnValGlnGlnAspAsnSerGliiAlaGlyThr 


540 






MM MlM Ml MM MM, Ml MM, IIM:MII Mill 1 




UD 


1603 


PP A PP A P A A A A PPP AP AP A PTP ATA AAA ATPTPP APP A AP A P A A PA PTP A APPTPP A A PA 
LL ALLAljAAAAL LLAuAUiiL 1 (jA 1 AAAAA lul LLAoUnAuALHALAo 1 bAAuL 1 ooAALA 


1 ceo 


Qy 


541 


GlnProGlnValGlnThrAspAlaGlnGlnThrSerGlnSerProProSerProGluLeu 


560 






Ml IMM Ml MM MM: Ml MM II- MM MM 




UD 


loo J 


PAPPPPPAPPTAPA A A PTP ATP PTP A APA A APPTP AP APTPTPPPPPTTPAPPTP A APTT 
LMVjL L L 1 HLM/viL 1 vjrtl 1 LxviLMrutLL 1 LMLriLj 1 V. 1 1 1 CALL 1 bAHL 1 1 


1 TOO 


Qy 


561 


ThrSerGluGluAsnLysIleProAspAlaAspLysAlaAsnGluLysLysValAspGln 


580 






i 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 M 1 1 1 1 M 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 




ujj 


1 

± 1 /. J> 


bpptpbpb apaaaapaaa btpppbpbtpptp apaa appaa atp a a a a a a a aPTTPAPPAP 

ALL 1 LAoAAvjAHAALAAAA 1 LLLAVjA 1 oL 1 IjMLAMAoLHMA 1 Vj>\i\AAH>i/l/vj 1 1 oALLAb 


1 7ft0 


Qy 


581 


ProProGluAlaLysLysProLysIleLysValValAsnValGluLeuProIleGluAla 


600 






MM III II MM 1 MIMM Ml 1 Ml III IIMIIIII III II MM Ml II II III 




ujj 


1/OJ 


PPTPP APA APPTA A A A APPPPA A A ATA A APPTPPTP A ATPTTP APPTPPPTATTPA APPP 
LL 1 LLAuAAuL 1 AAAAAoLLLAAAA 1 AAAUVj 1 Vjlj 1 VjAAl W 1 HjAbLloLLiAl loAAuLL 


1842 


Qy 


601 


AsnLeuValTrpGlnLeuGlyLysAspLeuLeuAsnMetTyrlleGluThrGluGlyLys 


620 






MMMMIMIMIIMMIIMIIMIII Mill Ml MM IMIMM 




UD 




a bpttpptptpppbpttbpppb a bp appTTPTT&apaTPTaTaTTY 1 apapapapppTa bp 

AAL 1 1 1 L 1 L3L7LA0 1 1 AuVjVjAAAxjALL 1 1 L 1 1 AALA lolAlAl 1 (jAuALAbAuulj 1 AAvj 




Qy 


621 


MetlleMetGlnAspLysLeuGluLysGluArgAsnAspAlaLysAsnAlaValGluGlu 


640 






IIIMIIM IMMI Mllllllll II Mill MIIIIMI II 1 Mill 1 III 1 Mllll 




Db 


1903 


tv Ti rn tv t\ on nnTifnn iv t. rnm/^r* tv tvtvtvtv/^tvtvtv/^/^tvtv nrv« tv m/"" /"*tv tv tv tv tv tv fn/"* /"i tv /"<rrw"n/"i tv r* r* tv tv 

ATGATAATGCAAGATAAATTGGAAAAAGAAAGGAATGATGCTAAAaATGCAGTTGAG 


1962 


Qy 


641 


TyrValTyrGluPheArgAspLysLeuCysGlyProTyrGluLysPhelleCysGluGln 


660 






1 II 1 1 1 1 11 1 1 1 1 M 1 1 1 1 M M 1 ! 1 1 M 1 1 1 M 1 M 1 1 1 1 M 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 




Db 


1963 


TATGTGTATGAGTTCAGAGACAAGCTGTGTGGACCATATGAAAAATTTATATGTGAGCAG 


2022 


Qy 


661 


AspHisGlnAsnPheLeuArgLeuLeuThrGluThrGluAspTrpLeuTyrGluGluGly 


680 






1 1 1 1 1 1 1 i 1 1 I I 1 1 1 1 1 1 1 1 1 1 1 I 1 1 1 1 1 1 i 1 1 I 1 1 1 1 1 1 1 1 I 1 1 1 1 1 1 1 1 1 1 I 1 1 1 1 1 1 




Db 


2023 


GATCATCAAAATTTTTTGAGACTCCTCACAGAAACTGAAGACTGGCTGTATGAAGAAGGA 


2082 


Qy 


681 


GlixAspGlnAlaLysGlnAlaTyrValAspLysLeuGluGluLeuMetLysIleGlyThr 


700 






i 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 m 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 e 1 1 1 1 i 1 1 1 1 1 1 ) 1 1 1 1 1 




Db 


2083 


G AGG ACCAAG CTAAAC AAG CATATGTTG AC AAGTTGG AAG AATTAATGAAAATTGG CACT 


2142 


Qy 


701 


ProValLysValArgPheGlnGluAlaGluGluArgProLysMetPheGluGluLeuGly 


720 
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IIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

CCAGTTAAAGTTCGGTTTCAGGAAGCTGAAGAACGGCCAAAAATGTTTGAAGAACTAGGA 



DD 


Z 1*1 J 


L. L. A<j i. 1 AAAIj 1 1 v, AVjvjAAvjL 1 vj AAtj AAv»<jVj L L. AAAAA lulll laAAtj AAv. 1 At?tj A 


z z\j z 


Qy 


721 


GlnArgLeuGlnHisTyrAlaLysIleAlaAlaAspPheArgAsnLysAspGluLysTyr 


740 






him n i inn 1 1 1 linn i iiiiiim iiiiiti i nun 1 1 Mini i inn 




Db 


2203 


L A(j AVjCjL 1 vjU Avj V- A 1 1 A 1 vj L L AAQa A 1 Ab U AVjC I \j AL I 1 CACa AAA 1 AA(j(j A I\» AvjAAA I AL 


2262 


Qy 


741 


AsnHisIleAspGluSerGluMetLysLysValGluLysSerValAsnGluValMetGlu 


760 






IM IIIMM MM MIMM 1 IIIMM IMMMMIM Mill 




Db 


2263 


AALCATA 1 1 (jA I CjACj X L I CjAAA^ (jAAAAAAvj 1 GvjAIjAAGT. L I\j 1 1 AA i (jAACj I CjA 1 vjCjAA 


2322 


Qy 


761 


TrpMetAsnAsnValMetAsnAlaGlnAlaLysLysSerLeuAspGlnAspProValVal 


780 






II MUM MMM Mill MUM MUM IMIMM Mill 




UD 


Z J Z J 


TPP A TT* A AT" A BTPTPATP A ATPPTPAPPPTA AAA AP nPTPTTP AfP Apr" ATlT* Ar ,p PTT ,p P A 

1 QjVjrA 1 (jAA 1 AA lb 1 LAI VjAA i tjrL. J. L.AtjljL. 1 AAAAAIjAIj 1 L. 1 1 VjA i. UAVjVjA J. LCA^j I I Vj J. A 




Qy 


781 


ArgAlaGlnGluIleLysThrLysIleLysGluLeuAsnAsnThrCysGluProValVal 


800 






IIIIMIIIIIIIMilllllllllllllMIIIIIIIIIIIIIIIIIIMIIIIIIIII 




Db 


2383 


CGTGCTCAGGaAATTaaAACaaAAATCAAGGAATTGAACAACACATGTGAACCCGTTGTA 


2442 


Qy 


801 


ThrGlnProLysProLysIleGluSerProLysLeuGluArgThrProAsnGlyProAsn 


820 






! 1 1! 1 MM III 1 li 1 1 IIIIIIIIIIMII 1 III 1 lllllll 111 IIIIIIIMIIM 




Db 


2443 


ACACAACCGAaACCaaaAATTGAATCACCCaAACTGGAAAGAACTCC^ATGGCCCaAAT 


2502 


Qy 


821 


IleAspLysLysGluGluAspLeuGluAspLysAsnAsnPheGlyAlaGluProProHis 


840 






MlllliMIIIIIIIIIMMIIIIIIIIMIIIIMMMIIIIIIIIMIIIIIMI 




Db 


2503 


ATTGATaaaAAGGAAGAAGATTTAGAAGACaaAAACAATTTTGGTGCTGAACCTCCACAT 


2562 


Qy 


841 


GlnAsnGlyGluCysTyrProAsnGluLysAsnSerValAsnMetAspLeuAsp 85 8 








ill Mill MM! ,MU MMM MMM IMM 1 




Db 


2563 


CAGAATGGTGAATGTTACCCTAATGAGAAAAATTCTGTTAATATGGACTTGGAC 2616 





9. Claims 9, 10, 21, 23, 24, and 26 are rejected under 35 U.S.C. 102(b) as being anticipated 
by Nakatsura (Biochemical and Biophysical Research Communications, 281: 936-944, 2001; 
cited in IDS) or Ishihara (Ishihara, K. et al. Biochem. Biophys. Acta, 1444: 138-142, 1999). 

Nakatsura teaches a nucleic acid sequence that encodes a human hsplOS and teaches 
probes for use in detecting expression of hspl05 mRNA (see page 937, 1 st paragraph, and also 
Figure 1). Ishihara teaches a nucleic acid sequence that encodes a human hsplOS protein (see 
legend to Figure 2 on page 139 and see below, alignment of SEQ ID NO: 1 with encoding 
nucleic acid sequence): 

RESULT 1 
HS105 HUMAN 



ID HS105_HUMAN STANDARD; PRT; 858 AA. 

AC Q92598; 09573 9; Q5TBM6 ; Q5TBM8 ; Q9UPC4 ; 

DT 01 -NOV- 1997, integrated into UniProtKB/Swiss-Prot . 

DT 01 -FEB- 1997, sequence version 1. 

DT 13-JUN-2006, entry version 63. 

DE Heat -shock protein 105 kDa (Heat shock 110 kDa protein) (Antigen NY- 
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DE CO-25) . 

GN Name=HSPHl; Synonyms =HSP1 05 , HSP110, KIAA0201; 

OS Homo sapiens (Human) . 

OC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 

OC Mammalia; Eutheria; Euarchontoglires ; Primates; Haplorrhini; 

OC Catarrhini; Hominidae; Homo. 

OX NCBI_TaxID=9606 ; 

RN [1] 

RP NUCLEOTIDE SEQUENCE [MRNA] (ISOFORMS ALPHA AND BETA) , AND SUBCELLULAR 

RP LOCATION . 

RX MEDLINE=99132026; PubMed=9931472 ; DOI = 10 . 1016/S0167-4781 ( 98 ) 00254 - 1 ; 

RA Ishihara K. , Yasuda K. , Hatayama T. ; 

RT "Molecular cloning, expression and localization of human 105 kDa heat 

RT shock protein, hsplOS."; 

RL Biochim. Biophys . Acta 1444:138-142(1999). 

RN [2] 

RP NUCLEOTIDE SEQUENCE [MRNA] (ISOFORM ALPHA) . 

RC TISSUE=Colon carcinoma; 

RX MEDLINE=98272252; PubMed=9610721 ; 

RX DOI=10.1002/ (SICI) 1097-0215 (19980529) 76:5<652: : AID-IJC7>3 . 0 . CO; 2-P; 

RA Scanlan M.J., Chen Y.-T., Williamson B., Gure A.O., Stockert E., 

RA Gordan J.D., Tuereci O., Sahin U., Pfreundschuh M., Old L.J.; 

RT "Characterization of human colon cancer antigens recognized by 

RT autologous antibodies."; 

RL Int. J. Cancer 76:652-658(1998). 

RN [3] 

RP NUCLEOTIDE SEQUENCE [LARGE SCALE MRNA] (ISOFORM ALPHA) . 

RC TISSUE=Bone marrow; 

RX MEDLINE= S 97191544; PubMed=903 9502 ; DOI=10 . 1093/dnares/3 . 5 . 321; 

RA Nagase T., Seki N., Ishikawa K. , Ohira M. , Kawarabayasi Y., Ohara O. , 

RA Tanaka A., Kotani H., Miyajima N., Nomura N.; 

RT "Prediction of the coding sequences of unidentified human genes. VI. 

RT The coding sequences of 80 new genes (KIAA0201-KIAA0280) deduced by 

RT analysis of cDNA clones from cell line KG-1 and brain."; 

RL DNA Res. 3:321-329(1996). 

RN [4] 

RP NUCLEOTIDE SEQUENCE [LARGE SCALE GENOMIC DNA] . 

RX PubMed=15057823; DOI=10 . 1038/nature02379 ; 

RA Dunham A., Matthews L.H., Burton J., Ashurst J.L., Howe K.L., 

RA Ashcroft K.J., Beare D.M., Bur ford D.C, Hunt S.E., 

RA Griffiths- Jones S., Jones M.C, Keenan S.J., Oliver K. , Scott C.E. f 

RA Ainscough R. , Almeida J. P., Ambrose K.D., Andrews D.T., 

RA Ashwell R.I.S., Babbage A.K., Bagguley C.L., Bailey J., Banner jee R. , 

RA Barlow K.F., Bates K. , Beasley H. ( Bird CP., Bray-Allen S., 

RA Brown A. J. , Brown J.Y. , Burrill W., Carder C, Carter N.P., 

RA Chapman J.C., Clamp M.E., Clark S.Y., Clarke G., Clee CM., 

RA Clegg S.C., Cobley V., Collins J.E., Corby N. , Coville G.J., 

RA Deloukas P., Dhami P., Dunham I., Dunn M., Earthrowl M.E., 

RA Ellington A.G., Faulkner L. , Frankish A.G., Frankland J., French L. , 

RA Garner P., Garnett J., Gilbert J.G.R., Gilson C.J., Ghori J., 

RA Graf ham D.V., Gribble S.M., Griffiths C, Hall R.E., Hammond S., 

RA Harley J.L., Hart E.A., Heath P.D., Howden P.J., Huckle E.J., 

RA Hunt P.J., Hunt A.R., Johnson C, Johnson D. , Kay M., Kimberley A.M., 

RA King A., Laird G.K., Langford C.J., Lawlor S., Leongamornlert D.A. , 

RA Lloyd D.M., Lloyd C. , Loveland J.E., Lovell J., Martin S., 

RA Mashreghi-Mohammadi M., McLaren S.J., McMurray A., Milne S., 

RA Moore M.J.F., Nickerson T. , Palmer S.A., Pearce A.V., Peck A.I., 

RA Pelan S., Phillimore B., Porter K.M., Rice CM., Searle S. , 

RA Sehra H.K., Shownkeen R. , Skuce CD., Smith M . , Steward C.A., 

RA Sycamore N. , Tester J., Thomas D.W., Tracey A., Tromans A., Tubby B., 

RA Wall M., Wallis J.M., West A. P., Whitehead S.L., Willey D.L., 

RA Wilming L., Wray P.W., Wright M.W., Young L. , Coulson A., Durbin R., 

RA Hubbard T., Sulston J.E., Beck S., Bentley D.R., Rogers J., Ross M.T.; 

RT "The DNA sequence and analysis of human chromosome 13."; 

RL Nature 428:522-528(2004). 

RN [5] 
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RP NUCLEOTIDE SEQUENCE [LARGE SCALE MRNA] (ISOFORM ALPHA) . 

RC TISSUE=Testis; 

RX MEDLINE=22388257; PubMed=124 77932 ; DOI^IO . 1073/pnas . 242603899 ; 

RA Strausberg R.L., Feingold E.A., Grouse L.H. , Derge J.G., 

RA Klausner R.D., Collins F.S., Wagner L., Shenmen CM., Schuler G.D. , 

RA Altschul S.F., Zeeberg B., Buetow K.H. , Schaefer C.F., Bhat N.K., 

RA Hopkins R.F., Jordan H., Moore T., Max S.I., Wang J., Hsieh F., 

RA Diatchenko L., Marusina K. # Farmer A. A., Rubin G.M., Hong L., 

RA Stapleton M., Soares M.B., Bonaldo M.F., Casavant T.L., Scheetz T.E., 

RA Brownstein M.J., Usdin T.B., Toshiyuki S., Carninci P., Prange C, 

RA Raha S.S., Loquellano N.A., Peters G.J., Abramson R.D., Mullahy S.J., 

RA Bosak S.A., McEwan P.J., McKernan K.J., Malek J. A., Gunaratne P.H., 

RA Richards S., Worley K.C., Hale S., Garcia A.M., Gay L.J., Hulyk S.W., 

RA Villalon D.K., Muzny D.M., Sodergren E.J., Lu X., Gibbs R.A., 

RA Fahey J. , Helton E., Ketteman M., Madan A., Rodrigues S., Sanchez A., 

RA Whiting M . , Madan A., Young A.C., Shevchenko Y., Bouffard G.G., 

RA Blakesley R.W., Touchman J.W., Green E.D., Dickson M.C., 

RA Rodriguez A.C., Grimwood J., Schmutz J., Myers R.M., 

RA Butterfield Y.S.N. , Krzywinski M.I., Skalska U. , Smailus D.E., 

RA Schnerch A., Schein J.E., Jones S.J.M., Marra M.A.; 

RT "Generation and initial analysis of more than 15,000 full-length human 

RT and mouse cDNA sequences . " ; 

RL Proc. Natl. Acad. Sci . U.S.A. 99:16899-16903(2002). 

RN [6] 

RP TISSUE SPECIFICITY. 

RX PubMed=10865058; DOI=10 . 1016/S0006-8993 (00) 02346-5; 

RA Hylander B.L., Chen X., Graf P.C.F., Subjeck J.R.; 

RT "The distribution and localization of hspllO in brain."; 

RL Brain Res. 869:49-55(2000). 

RN [7] 

RP TISSUE SPECIFICITY. 

RX PubMed=16232202; DOI=10 . 1111/ j . 1349-7006 . 2005 . 00093 .X; 

RA Miyazaki M. f Nakatsura T., Yokomine K. , Senju S., Monji M., Hosaka S., 

RA Komori H., Yoshitake Y. , Motomura Y., Minohara M. , Kubo T. , 

RA Ishihara K., Hatayama T., Ogawa M . , Nishimura Y. ; 

RT " DNA vaccination of HSP105 leads to tumor rejection of colorectal 

RT cancer and melanoma in mice through activation of both CD4 T cells and 

RT CD 8 T cells."; 

RL Cancer Sci. 96:695-705(2005). 

CC -!- FUNCTION: Prevents the aggregation of denatured proteins in cells 

CC under severe stress, on which the ATP levels decrease markedly. 

CC Inhibits HSPA8/HSC70 ATPase and chaperone activities (By 

CC similarity) . 

CC -!- SUBUNIT: Interacts with HSPA8/HSC70 (By similarity). 

CC SUBCELLULAR LOCATION: Cytoplasm. 

CC -!- ALTERNATIVE PRODUCTS: 

CC Event =Alte ma tive splicing; Named isoforms=2; 

CC Name = Alpha ; 

CC IsoId=Q92 598-1; Sequence=Di splayed; 

CC Name=Beta; 

CC IsoId=Q92598-2; Sequence=VSP_002428 ; 

CC -!- TISSUE SPECIFICITY: Highly expressed in testis. Present at lower 

CC levels in most brain regions, except cerebellum. Overexpressed in 

CC cancer cells. 

CC -!- PTM: Phosphorylation on Ser-509 may be important for regulation of 

CC the HSPA8/HSC70 chaperone activity (By similarity) . 

CC -!- SIMILARITY: Belongs to the heat shock protein 70 family. 

CC - 

CC Copyrighted by the UniProt Consortium, see http://www.uniprot.org/terms 



CC Distributed under the Creative Commons Attribution-NoDerivs License 

CC 

DR EMBL; AB003333; BAA34779.1; mRNA. 

DR EMBL; AB003334; BAA34780.1; -; mRNA. 

DR EMBL; AF039695; AAC18044.1; ALT_INIT; mRNA. 

DR EMBL; D86956; BAA13192.2; ALT_INIT; mRNA. 

DR EMBL; AL137142; CAI12428.1; -; Genomic_DNA. 
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DR EMBL; AL137142; CAI12430.1; -; Genomic_DNA. 

DR EMBL; BC037553; AAH37553.1; -; mRNA. 

DR UniGene; Hs. 36927; 

DR HSSP; PI 9 120; 1BUP . 

DR IntAct; Q92598; 

DR Ensembl; ENSG00000120694 ; Homo sapiens. 

DR H-InvDB; HIX0011215; -. 

DR HGNC; HGNC:16969; HSPH1 . 

DR RZPD-ProtExp; 10011; 

DR RZPD-ProtExp; 10298; -. 

DR RZPD-ProtExp ; IOH27526; 

DR GO; GO: 0005737; C: cytoplasm; TAS . 

DR GO; GO: 0006986 ; P: response to unfolded protein; TAS . 

DR InterPro; IPR001023; Hsp70 . 

DR InterPro; IPR013126; HspJ70. 

DR PANTHER; PTHR193 75; Hsp70; 2. 

DR Pfam; PF00012; HSP70; 1. 

DR PRINTS; PR00301; HEATSHOCK70 . 

DR ProDom; PD000089; Hsp70; 1. 

DR PROSITE; PS002 97; HSP70_1; FALSE_NEG . 

DR PROSITE; PS00329; HSP70_2; FALSE_NEG . 

DR PROSITE; PS01036; HSP70_3; 1. 

KW Alternative splicing; ATP-binding; Heat shock; Nucleotide -binding; 

KW Phosphorylation. 



FT 


CHAIN 


1 


858 


Heat- shock protein 105 kDa. 


FT 








/FTId=PRO_0000078284 . 


FT 


MOD_RES 


509 


509 


Phosphoserine (By similarity) 


FT 


M0D_RES 


557 


557 


Phosphoserine (By similarity) 


FT 


M0D_RES 


809 


809 


Phosphoserine (By similarity) 


FT 


VAR_SEQ 


529 


572 


Missing (in isoform Beta) . 


FT 








/FTId=VSP_002428. 


SQ 


SEQUENCE 


858 AA; 


96865 


MW; D0E757970E340B56 CRC64; 



Query Match 100.0%; Score 44 50; DB 1; Length 858; 

Best Local Similarity 100.0%; Pred. No. 8.5e-205; 

Matches 858; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 


1 


MSWGLDVGSQSCYIAVARAGGIETIANEFSDRCTPSVISFGSKNRTIGVAAKNQQITHA 


60 






1 1 1 1 Ml 1 1 1 1 1 1! 1 1 i II 1 1 1 1 MINIUM Ml 1 II 1 1 II II! 1 1 II Mil! 




Db 


1 


MSWG LDVG S Q S C Y I AVARAGG I ET I ANE FS DRCT PS VI S FG S KNRTI GVAAKNQQ I THA 


60 


Qy 


61 


NNTVSNFKRFHGRAFNDPFIQKEKENLSYDLVPLKNGGVGIKVMYMGEEHLFSVEQITAM 


120 






1 M M M 1 M M 1 M M M 1 1 M 1 M II MM Ml MM M M 1 M M M M MM MM 




Db 


61 


NNTVSNFKRFHGRAFNDPFIQKEKENLSYDLVPLKNGGVGIKVMYMGEEHLFSVEQITAM 


120 


Qy 


121 


LLTKLKETAENSLKKPVTDCVISVPSFFTDAERJRSVIiDAAQIV^ 


180 






II 1 1 1 III 1 li 1 II 1 M 1 1 1 MM II 1 II 1 Ml 1 II 1 MIMI 1 II IMM M 1 III 




Db 


121 


LLTKLKETAENSLKKPVTDCVISVPSFFTDAERRSVIJDAAQIVGLNCLRIJyiNDMTAVAI^ 


180 


Qy 


181 


YGIYKQDLPSLDEKPRIWFVDMGHSAFQVSACAFNKGKLKVLGTAFDPFLGGKNFDEKL 


240 






1 1 1 1 1 1 M 1 i 1 1 M 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 i 1 M r 1 1 1 1 1 1 




Db 


181 


YGIYKQDLPSLDEKPRIWFVDMGHSAFQVSACAFNKGKLKVLGTAFDPFLGGKNFDEKL 


240 


Qy 


241 


V^HFCAEFKTKYKLDAKSKIRALLRLYQECEKLKKLMSSNSTDLPLNIECFMNDKDVSGK 


300 






j 1 1 1 1 1 r 1 1 1 r 1 1 1 r 1 1 1 1 1 1 1 1 1 1 1 e 1 1 1 1 1 1 ! 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 j 1 1 f 1 1 i i 




Db 


241 


VEHFCAEFKTKYKLDAKSKIRALLRLYQECEKLKKLMSSNSTDLPLNIECFMNDKDVSGK 


300 


Qy 


301 


MNRSQFEELCAELLQKIEVPLYSLLEQTHLKVEDVSAVEIVGGATRIPAVKERIAKFFGK 


360 






1 1 1 1 I 1 1 1 1 J 1 1 t 1 1 J 1 1 1 1 1 I 1 1 1 1 I 1 1 1 1 I 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 




Db 


301 


MNRSQFEELCAELLQKIEVPLYSLLEQTHLKVEDVSAVEIVGGATRIPAVKERIAKFFGK 


360 


Qy 


361 


D I STT LNADE AVARGCALQ C AI LS PAFKVREFS VTDAVPFPI SLI WNHDSEDTEGVHEVF 


420 






MMIIMMIIIIIIIIIIIIIMIIMIMIMIIMIMIIIIIIMIIIMIIIII 




Db 


361 


DISTTI^ADEAVARGCALQCAILSPAFKVTIEFSVTDAVPFPISLIWNHDSEDTEGVHEVF 


420 



Qy 



4 21 S RNHAAPFS KVLTFLRRG PFE LEAFY S D PQGVP YPEAK I GRFWQNVS AQKDGEKS RVKV 4 80 



Application/Control Number: 

10/525,831 

Art Unit: 1643 



Page 20 







1 II 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II i 1 1 1 li i 1 1 1 1! 1 1 1 1 1 1 1 Mill 




Db 


421 


SRNHAAPFSKVLTFLRRGPFELEAFYSDPQGVPYPEAKIGRFWQNVSAQKDGEKSRVKV 


480 


Qy 


481 


KVRVmTiGIFTISTASMVEKVPTEENEMSSEADMECLNQRPPENPDTDKNVQQDNSEAGT 


540 






IIIIIIIIIIIIIIMIIIIIIIIIIMIMIIIIIMIIIMIMIIIIIIIIIIIIII 




Db 


481 


KVRVNTHG I FT I STAS MVE KVPTE ENEM S S EADME C LNQRP PENPDTDKNVQQDNS EAGT 


540 


Qy 


541 


QPQVQTDAQQTSQSPPSPELTSEENKIPDADKANEKKVDQPPEAKKPKIKWNVELPIEA 


600 






1 III Mi MINI IIII1IIIMII HUM III III III III 1 lllllllllllllll 




Db 


541 


Q PQVQTDAQQTSQ S PP S PE LTS EENK I PDADKANE KKVDQ P PEAKKPKI KWNVELP I EA 


600 


Qy 


601 


NLWQU3KDLLNMYIETEGKMIMQDKLEKERNDAKNAVEEYVYEFRDKLCGPYEKFICEQ 


660 






I J 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 ! 1 1 i 1 J 1 1 i 1 1 1 1 1 1 1 1 1 1 J 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 i 1 1 




Db 


601 


NLWQLGKDLLNMYIETEGKMIMQDKLEKERNDAKNAVEEYVYEFRDKLCGPYEKFICEQ 


660 


Qy 


661 


DHQNFLRLLTETE DWL YEEGEDQAKQAYVDKLE E LMK I GTPVKVRFQE AEERP KMFE E LG 


720 






1 M II 1 1 1 1 1 1 1 II 1 II 1 1 II II 1 M M II 1 1 M 1 II II II II 1 II M 1 1 II 1 II M II 1 

M 1 1 II II II 1 1 II 1 1 1 II II M 1 II M 1 1 II 1 1 II 1 1 II 1 1 II II 1 1 1 I 1 II 1 1 1 II 1 1 




Db 


661 


DHQNFLRLLTETEDWLYEEGEDQAKQAYVDKLEELMKIGTPVKVRFQEAEERPKMFEELG 


720 


Qy 


721 


QRLQHY AK I AADFRNKDE KYNH IDES EM KKVE KS VNEVME WMNNVMNAQ AKKS LDQD P W 


780 






1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 n 1 1 1 1 ii ii 1 1 1 1 m 1 1 1 1 1 1 1 1 1 1 1 




Db 


721 


QRLQHY AK I AADFRNKDE KYNH IDES EMKKVE KS VNEVME WMNNVMNAQAKKS LDQD P W 


780 


Qy 


781 


RAQE I KTKI KELNNTCE PWTQPKPKI ES PKLERTPNG PNI DKKEEDLEDKNNFGAEPPH 


840 






II 1 M 1 II 1 M 1 1 II 1 M 1 II 1 II 1 1 1 1 1 1 1 II 1 1 1 M II M II II II 1 II 1 1 1 1 1 II 1 1 




Db 


781 


RAQE I KTKI KELNNTCE PVVTQPKPKIES PKLERTPNG PNI DKKEEDLEDKNNFGAEPPH 


840 


Qy 


841 


QNGECYPNEKNSVNMDLD 858 




Db 


841 


II 1 1 1 1 II 1 MM II 1 1 1 

QNGECYPNEKNSVNMDLD 858 





Therefore, either Nakatsura or Ishihara teaches a nucleic acid that is the same as that claimed. 



10. Claims 9, 10, 21, 23, 24 and 26 are rejected under 35 U.S.C. 102(e) as being anticipated 
by Home (US 6,974,667; issued 12/13/2005; effective filing date is Jun. 14, 2001), Kaser (US 
6,727,006; issued 4/27/2004; effective filing date is Jul. 30, 2001), or Cocks (US. 6,607,879; 
issued Au. 19, 2003; effective filing date is Feb. 9, 1998). 

Home, Kaser or Cocks teaches a nucleic acid sequence that encodes a polypeptide 
comprising the amino acid sequence of SEQ ID NO: 1. Home, Kaser or Cocks also inherently 
teach nucleic acids that are the complete complements of their disclosed sequences and therefore, 
teach a nucleic acid sequence that would hybridize to a DNA having the nucleotide sequence 
shown in SEQ ID NO: 2 under stringent conditions, because their nucleic acids are have almost 
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100% identity with the sequence of SEQ ID NO: 2. Such a nucleic acid sequence would also be 
one that has (interpret as comprising) a partial sequence of SEQ ID NO: 2. Because claim 21 is 
drawn to a cancer vaccine which comprises a DNA of claim 9, the term "cancer vaccine" is 
interpreted as intended use because it does not appear to structurally affect the scope of a DNA 
of claim 9. Therefore, Home, Kaser or Cocks teaches a cancer vaccine of claim 21. Home, 
Kaser or Cocks teaches probes for diagnoses (see abstracts). Therefore, Home, Kaser or Cocks 
teaches the claimed products. Alignments of SEQ ID NO: 2 with the sequences of Home, Kaser 
or Cocks: 



RESULT 1 

US-09-919-039-176 

; Sequence 176, Application US/0991903 9 

; Patent No. 6727066 

; GENERAL INFORMATION: 

; APPLICANT: Kaser, Matthew R. 

; TITLE OF INVENTION: GENES EXPRESSED IN TREATED HUMAN C3A LIVER CELL CULTURES 
; FILE REFERENCE :• PA-0035 US 

; CURRENT APPLICATION NUMBER: US/09/919 , 039 

; CURRENT FILING DATE: 2002-09-09 

; PRIOR APPLICATION NUMBER: 60/222,113 

; PRIOR FILING DATE: 2000-07-28 

; NUMBER OF SEQ ID NOS : 4 01 

SOFTWARE: PERL Program 
; SEQ ID NO 176 

LENGTH: 4244 

TYPE: DNA 
; ORGANISM: Homo sapiens 
; FEATURE : 

NAME/KEY: misc_feature 

OTHER INFORMATION: Incyte ID No. 6727066 048488.32 
US-09-919-039-176 

Query Match 99.3%; Score 3585.4; DB 3; Length 4244; 

Best Local Similarity 99.9%; Pred. No. 0; 

Matches 3 608; Conservative 0; Mismatches 1; Indels 2; Gaps 2; 
Qy 1 GAGGAAGTGGGACCTCCCCTTTTGGGTCGGTAGTTCAGCGCCGGCGCCGGTGTGCGAGCC 60 



Db 



3 




Qy 



61 



GCGG C AG AGTG AGGCAGGC AACCCG AGGTG CGG AG CGAC CTG CGGAGGCTG AG CC CCG CT 



120 



Db 



63 




122 



Qy 



121 



TTCTCCCAGGGTTTCTTATCAGCCAGCCGCCGCTGTCCCCGGGGGAGTAGGAGGCTCCTG 



180 



Db 



123 




182 
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Qy 


181 


ACAGGCCGCGGCTGTCTGTGTGTCCTTCTGAGTGTCAGAGGAACGGCCAGACCCCGCGGG 


240 




M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 ! II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1! 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




Db 


183 


ACAGGCCGCGGCTGTCTGTGTGTCCTTCTGAGTGTCAGAGGAACGGCCAGACCCCGCGGG 


242 


Qy 


241 


C CGG AGCAG AACG CGG C CAGGG CAG AAAGCGG CGG CAGGAGAAGCAGGCAGGGGG CCGG A 


300 




IIIIIIIIIIIIIIIIMIIIIMIIIIIIIIMIIIIIIIIIIMIIIIIIIIIIIIII 




Db 


243 


CCGGAGCAGAACGCGGCCAGGGCAGAAAGCGGCGGCAGGAGAAGCAGGCAGGGGGCCGGA 


302 


Qy 


301 


GGACGCAGACCGAGACCCGAGGCGGAGGCGGACCGCGAGCCGGCCATGTCGGTGGTGGGG 


360 




1 III 1 II 1 1 II 1 1 II 1 1 II 1 MM III 1 1 1 1 1 II 1 1 II 1 1 IMI 1 1 1 MM Ml III 1 1 1 




Db 


303 


GGACGCAGACCGAGACCCGAGGCGGAGGCGGACCGCGAGCCGGCCATGTCGGTGGTGGGG 


362 


Qy 


361 


TTGGACGTGGGCTCGCAGAGCTGCTACATCGCGGTAGCCCGGGCCGGGGGCATCGAGACC 


420 




M 1 1 M 1 1 1 1 1 II Ml Ml II 1 1 1 M 1 II 1 1 M 1 1 1 II 1 1 1 MM MM 1 II Mill 




Db 


363 


TTGGACGTGGGCTCGCAGAGCTGCTACATCGCGGTAGCCCGGGCCGGGGGCATCGAGACC 


422 


Qy 


421 


ATCG C C AATG AGTTC AG CG ACCGGTG C ACCCCGTCAGTC ATATC ATTTGG ATCAAAAAAT 


480 




1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 ! 1 1 1 1 1! 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 i i 1 1 1 1 1 1 1 1 1 1 1 




Db 


423 


ATCGC C AATG AGTTC AG CG AC CGGTG CAC CCCGTCAGTC AT ATC ATTTGGATCAAAAAAT 


482 


Qy 


481 


AG AAC AATCGG AGTTG CAG C C AAAAATC AGCAAATCACTCATG C AAAC AATACGGTGTCT 


540 




M M 1 M 1 1 1 II 1 M 1 M 1 1 11 M 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 




Db 


483 


AG AAC AATCGG AGTTG CAG C C AAAAATCAGCAAATCACTCATG C AAAC AATACGGTGTCT 


542 


Qy 


541 


AACTTCAAAAGATTTCATGGCCGAGCATTCAACGACCCCTTCATTCAAAAGGAGAAGGAA 


600 




1 It 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 E 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 




Db 


543 


AACTTCAAAAGATTTCATGGCCGAGCATTCAACGACCCCTTCATTCAAAAGGAGAAGGAA 


602 


Qy 


601 


AACTTGAGTTACGATTTGGTTCCATTGAAAAATGGTGGAGTTGGAATAAAGGTAATGTAC 


660 




llllllllllll 1 1 1 1 II II 1 1 1 1 M 1 Ml 1 II MM 1 MM 1 II IIIIIIIIIIIM 




Db 


603 


AACTTGAGTTACGATTTGGTTCCATTGAAAAATGGTGGAGTTGGAATAAAGGTAATGTAC 


662 


Qy 


661 


ATGGGTGAAGAACATCTATTTAGTGTGGAGCAGATAACAGCCATGTTGTTGACTAAGCTG 


720 




1 IM 1 MMM 1 1 II 1 1 III II 1 1 1 II Ml MM M II 1 IMI I II 1 MMM 1 1 M M 1 




Db 


663 


ATGGGTGAAGAACATCTATTTAGTGTGGAGCAGATAACAGCCATGTTGTTGACTAAGCTG 


722 


Qy 


721 


AAGG AAACTG CTG AAAACAG CCTC AAG AAAC CAGTAACAG ATTGTGTTATTTC AGTCCCC 


780 




MIMMMIMMIM III MM 1 MMIMMIMMMIIMMMMIIM Mill 




Db 


723 


AAGGAAACTGCTGAAAACAGCCTCAAGAAACCAGTAACAGATTGTGTTATTTCAGTCCCC 


782 


Qy 


781 


TCCTTCTTTACAG ATGCTG AG AGG CG ATCTGTGTTAG ATG CTG C ACAG ATTGTTGGCCTA 


840 




1 1 II III Mil 1 MM 1 II 1 1 III 1 1 1 1 II ! 1 II II II 1 1 MIMI 1 1 III II 1 1 1 M 1 1 




Db 


783 


TCCTTCTTTACAGATGCTGAGAGGCGATCTGTGTTAGATGCTGCACAGATTGTTGGCCTA 


842 


Qy 


841 


AACTGTTTAAGACTTATGAATGACATGACAGCTGTTGC1TTGAATTACGGAATTTATAAG 


900 




III MM MM III 1 1 II 1 i 1 1 1 1 M 1 II 1 1 M 1 1 1 1 1 1 IMI Mill 1 1 1 1 1 1 1 1 1 




Db 


843 


AACTGTTTAAGACTTATGAATGACATGACAGCTGTTGCTTTGAATTACGGAATTTATAAG 


902 


Qy 


901 


C AGG ATCTC C CAAGC CTGG ATG AG AAAC CTCGGATAGTGGTTTTTGTTG ATATGGGACAT 


960 




IMMMMMMIMM 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 II 1 1 1 M 1 




Db 


903 


CAGGATCTCCCAAGCCTGGATGAGAAACCTCGGATAGTGGTTTTTGTTGATATGGGACAT 


962 


Qy 


961 


TCAGCTTTTC AAGTGTCTG CTTGTG CTTTTAACAAGGGAAAATTG AAGGTACTGGG AAC A 


1020 




MM MM Mill II II III III Mil III MM MM IIIIIIIIIIIM III III! II 




Db 


963 


TCAGCTTTTCAAGTGTCTG CTTGTG CTTTTAACAAGGGAAAATTGAAGGTACTGGGAACA 


1022 


Qy 


1021 


GCTTTTGATCCTTTCTTAGGAGGAAAAAACTTCGATGAAAAGTTAGTGGAACATTTCTGT 


1080 




MM 'IIIIIIIIIIIM MIMI MUM Mlllll Mill ! Mil III 




Db 


1023 


GCTTTTGATCCTTTCTTAGGAGGAAAAAACTTCGATGAAAAGTTAGTGGAACA'i"l"l"l"l<3T 


1082 


Qy 


1081 


G CAG AATTTAAAACTAAGTACAAGTTGGATGCAAAATCCAAAATACG AG CACTCCTACGT 


1140 




MMMIMMMMMMMMMMMMMMMMMMMMMIMIMIMM 




Db 


1083 


G CAG AATTTAAAACTAAGTACAAGTTGGATG CAAAATCC AAAAT ACG AGCACTCCTACGT 


1142 


Qy 


1141 


CTGTATCAGG AATGTG AAAAACTG AAAAAGCTAATGAG CTCTAACAG CACAG AC CTTC C A 


1200 



I Illlllll lllllll II Mill! MMM IIMIIMI lllllll I MIMM MIMI 
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Db 


1143 


CTGTATC AGGAATGTG AAAAACTG AAAAAG CTAATG AG CTCTAAC AGC ACAG ACCTTCCA 


1202 


Qy 


1201 


CTGAATATCG AATG CTTT ATG AATGATAAAGATGTTTC CGG AAAG ATG AACAGGTCACAA 


1260 




mi i m ii 1 1 1 1 n 1 1 1 1 1 1 in Mini in in mi in in i iiiiiniiiii 




Db 


1203 


CTGAATATCGAATGCTTTATGAATGATAAAGATGTTTCCGGAAAGATGAACAGGTCACAA 


1262 


Qy 


1261 


TTTGAAGAACTCTGTGCTGAACTTCTGCAAAAGATAGAAGTACCCCTTTATTCACTGTTG 


1320 




IMMMIIMIIMIIIIIMIIIIMIIIIMIIIIIIIIIMIIIIIIIIIMIIII 




Db 


1263 


TTTG AAGAACTCTGTGCTG AACTTCTGCAAAAG ATAG AAGTACC C CTTTATTCACTGTTG 


1322 


Qy 


1321 


GAACAAACTCATCTCAAAGTAGAAGATGTGAGTGCAGTTGAGATTGTTGGAGGCGCTACA 


1380 




IIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIMIIIIMIIIIIIMIIII 




Db 


1323 


GAACAAACTCATCTCAAAGTAGAAGATGTGAGTGCAGTTGAGATTGTTGGAGGCGCTACA 


1382 


Qy 


1381 


CG AATTC C AGCTGTGAAGG AAAG AATTG CCAAATTCTTTGG AAAAG ATATTAG C ACAACA 


1440 




1 1 II III! II 1 Ml II Ml 1 1 1 li II II 1 1 1 1 1 III II 1 1! 1 II 1 IN II 1 II 1 II 1 II 1 




Db 


1383 


CGAATTC C AG CTGTGAAGG AAAG AATTG CCAAATTCTTTGG AAAAG ATATT AGC ACAACA 


1442 


Qy 


1441 


CTCAATG C AG ATG AAGC AGT AG C CAG AGG ATGTG C ATTACAGTGTGC AAT ACTTTCCCCG 


1500 




III III Ml 1 IMM 1 II MMIM MUM llllll III 1 II ill Ml 1 II 1 II Ml 1 




Db 


1443 


CTCAATG C AG ATG AAG C AGTAG C CAG AGG ATGTG C ATTACAGTGTGC AATACTTTCCCCG 


1502 


Qy 


1501 


G CATTTAAAGTTAG AG AATTTTC CGTCACAG ATG C AGTTCCTTTTCC AAT ATCTCTG ATC 


1560 




1 1 1 1 1 1 1 II 1 1 1 II II 1 M 1 1 1 1 1 1 M 1 1 1 M M 1 1 1 II 1 1 1 1 M 1 Ml 1 1 1 1 II 1 1 1 1 




Db 


1503 


G CATTTAAAGTTAG AG AATTTTC CGTCACAG ATGC AGTTCCTTTTCC AATATCTCTGATC 


1562 


Qy 


1561 


TGGAACCATGATTCAGAAGATACTGAAGGTGTTCATGAAGTCTTTAGTCGAAACCATGCT 


1620 




1 1 Ml II 1 II MM III II 1 II M 1 1 1 1 1 M II 1 1 1 1 II 1 1 III 1 1 1 II II 1 1 1 M 1 1 1 1 




Db 


1563 


TGGAACCATGATTCAGAAGATACTGAAGGTGTTCATGAAGTCTTTAGTCGAAACCATGCT 


1622 


Qy 


1621 


G CTC CTTTCTC CAAAGTTCTC AC CTTTCTG AGAAGGGGG CCTTTTGAG CTAG AAGCTTTC 


1680 




IIIIIIIIIIIIIIIMIIIIIIIIIIMMIIIIIIIIIIIMIIIIIIIIIIIIIIII 




Db 


1623 


G CTC CTTTCT C CAAAGTTCTC ACCTTTCTG AG AAGGGGG C CTTTTGAG CTAGAAGCTTTC 


1682 


Qy 


1681 


TATTCTG ATCCCCAAGG AGTTCCATATC CAG AAG CAAAAATAGG CCG CTTTGTAGTTC AG 


1740 




1 III 1 II Ml 1 Ml II 1 1 1 1 i 1 1 1 1 llllll IMIMIIMIIIMIIMMIIIIIM 




Db 


1683 


TATTCTG ATCCCCAAGG AGTTCCATATC CAG AAG CAAAAATAGG CCG CTTTGTAGTTC AG 


1742 


Qy 


1741 


AATGTTT CTGC AC AG AAAG ATGGAG AAAAATCTAG AGTAAAAGTCAAAGTG CGAGTCAAC 


1800 




MMMMMIMMMIMM III 1 MIMIMIMMMMMMMMMMIIMI 




Db 


1743 


AATGTTTCTGCACAGAAAGATGGAGAAAAATCTAGAGTAAAAGTCAAAGTGCGAGTCAAC 


1802 


Qy 


1801 


ACCCATGGCATTTTCACCATCTCTACGGCATCTATGGTGGAGAAAGTCCCAACTGAGGAG 


1860 




MMMM Ml Mill II II II III 1 M 1 II II 1 1 II II 1 II II 1 II III II M 1 II 1 II 




Db 


1803 


ACCCATGGCATTTTCACCATCTCTACGGCATCTATGGTGGAGAAAGTCCCAACTGAGGAG 


1862 


Qy 


1861 


AATGAAATGTCTTCTGAAGCTGACATGGAGTGTCTGAATCAGAGACCACCAGAAAACCCA 


1920 




1 M Mill 1 1 II 1 1 1 M 1 II M Ml 1 1 II Ml 1 II Ml 1 1 1 1 1 1 1 1 1 II 1 1 Ml 1 II II 1 




Db 


1863 


AATGAAATGTCTTCTGAAGCTGACATGGAGTGTCTGAATCAGAGACCACCAGAAAACCCA 


1922 


Qy 


1921 


GACACTGATAAAAATGTCCAGCAAGACAACAGTGAAGCTGGAACACAGCCCCAGGTACAA 


1980 




1 II MM 1 M 1 1 1 1 M M 1 1 II M M II 1 1 M 1 1 1 1 II 1 1 1 1 Ml M 1 1 M 1 Ml 1 1 




Db 


1923 


GACACTGATAAAAATGTCCAGCAAGACAACAGTGAAGCTGGAACACAGCCCCAGGTACAA 


1982 


Qy 


1981 


ACTG ATG CTC AACAAAC CTCAC AGTCTC CC C CTTC ACCTG AACTTACCTC AG AAG AAAAC 


2040 




1 1 M II II 1 1 II 1 1 1 M M 1 1 1 1 1 M 1 1 1 1 M 1 1 1 1 1 1 1 II 1 M Ml 1 1 1 1 1 M II 1 




Db 


1983 


ACTG ATG CTCAACAAAC CTCACAGTCTC CCC CTTCACCTGAACTTACCTCAGAAG AAAAC 


2042 


Qy 


2041 


AAAATCCC AG ATG CTG AC AAAG CAAATG AAAAAAAAGTTG ACCAG CCTCCAG AAGCT AAA 


2100 




MlllllllllllllllllinilllllMMIIMIIIMIMIIIIIIIIIIIIIIII 




Db 


2043 


AAAATCCCAGATGCTGACAAAGCAAATGAAAAAAAAGTTGACCAGCCTCCAGAAGCTAAA 


2102 


Qy 


2101 


AAG C C C AAAAT AAAGGTGGTG AATG TTG AG CTG C CT ATTG AAG C C AACTTGG TCTG G C AG 


2160 




IIIIIIIIIMIIIIIIIMMIIIMMIIIIIIIIIIIIIIMIIMIIIIIIIIIM 




Db 


2103 


AAGCC CAAAATAAAGGTGGTG AATGTTG AG CTGCCTATTGAAGCC AACTTGGTCTGG CAG 


2162 
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Qy 


2161 


TTAGGGAAAGACCTTCTTAACATGTATATTGAGACAGAGGGTAAGATGATAATGCAAGAT 


2220 




III 1 11 1 Ml 1 II III 1 i 1 1 1 II MIMII 1 III MM III 1 II 1 II IMMMIMI 




Db 


2163 


TTAGGGAAAGACCTTCTTAACATGTATATTGAGACAGAGGGTAAGATGATAATGCAAGAT 


2222 


Qy 


2221 


AAATTGGAAAAAG AAAGG AATG ATG CT AAAAATG C AGTTGAGGAAT ATGTGTATG AGTTC 


2280 




IMIIIIIIIIIIIIIIIMIMIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIMIIM 




Db 


2223 


AAATTGGAAAAAG AAAG G AATG ATG CT AAAAATG CAGTTG AG GAAT ATG TGT ATG AGTT C 


2282 


Qy 


2281 


AG AG ACAAG CTGTGTGG AC CATATG AAAAATTTATATGTG AGCAGG ATC ATC AAAATTTT 


2340 




III III 1 MM IIMM 1 1! 1 II 1 1 III III 1 1 1 1 Ml II 1 1 II 1 II 1 1 1 MIMII! 




Db 


2283 


AGAGACAAGCTGTGTGGACCATATGAAAAATTTATATGTGAGCAGGATCATCAAAATTTT 


2342 


Qy 


2341 


TTGAGACTCCTCACAGAAACTGAAGACTGGCTGTATGAAGAAGGAGAGGACCAAGCTAAA 


2400 




MM MM IMMMMMM IMMIIMM Ml MM IMIMMII III Ml Mill 




Db 


2343 


TTGAGACTCCTCACAGAAACTGAAGACTGGCTGTATGAAGAAGGAGAGGACCAAGCTAAA 


2402 


Qy 


2401 


CAAGCATATGTTGACAAGTTGGAAGAATTAATGAAAATTGGCACTCCAGTTAAAGTTCGG 


2460 




1 1 II 1 1 1 M 1 1 1 ill II 1 1 1 III 1 1 1 1 Mi 1 M 1 1 1 Ml 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 




Db 


2403 


C AAG C AT ATGTTGAC AAGTTGGAAG AATTAATGAAAATTGG CACTC CAGTTAAAGTTCGG 


2462 


Qy 


2461 


TTTCAGGAAGCTGAAGAACGGCCAAAAATGTTTGAAGAACTAGGACAGAGGCTGCAGCAT 


2520 




1 ! 1 M II 1 M II 1 1 II 1 1 1 M 1 1 M 1 1 II III 1 M II 1 MM 1 M 1 M II III M II M 1 




Db 


2463 


TTTCAGGAAG CTG AAG AACGGCCAAAAATGTTTG AAG AACTAGG AC AG AGG CTGC AG CAT 


2522 


Qy 


2521 


TATG C CAAG ATAG C AGCTG ACTTC AGAAATAAGG ATGAG AAAT ACAAC CATATTG ATG AG 


2580 




Ml Ml 1 Ml MM III III 1 II II 1 II 1 ill Ml 1 III III 1 II 1 1 II 1 II 1 III 




Db 


2523 


TATG C CAAG AT AGCAGCTGACTTC AG AAAT AAGG ATGAG AAATACAAC CATATTG ATGAG 


2582 


Qy 


2581 


TCTGAAATGAAAAAAGTGGAGAAGTCTGTTAATGAAGTGATGGAATGGATGAATAATGTC 


2640 




1 1 1 1 Ml II 1 II 1 1 II 1 1 II II 1 Ml 1 II MM 1 1 II II II II 1 M II II M 1 III 1 1 II 




Db 


2583 


TCTGAAATGAAAAAAGTGGAGAAGTCTGTTAATGAAGTGATGGAATGGATGAATAATGTC 


2642 


Qy 


2641 


ATG AATG CTCAGG CT AAAAAGAGTCTTG ATC AGG ATCC AGTTGT ACGTG CTCAGG AAATT 


2700 




MMMMIMMMMMMMMMMMIMMMMMMMMIMMMIMM 




Db 


2643 


ATGAATGCTCAGGCTAAAAAGAGTCTTGATCAGGATCCAGTTGTACGTGCTCAGGAAATT 


2702 


Qy 


2701 


AAAACAAAAATCAAGGAATTGAACAACACATGTGAACCCGTTGTAACACAACCGAAACCA 


2760 




1 1 1 1 MM 1 1 1 1 1 II 1 1 1 1 1 1 1 II II 1 II II II 1 II III 1 M 1 1 II II II 1 II II II II 1 




Db 


2703 


AAAACAAAAATCAAGGAATTGAACAACACATGTGAACCCGTTGTAACACAACCGAAACCA 


2762 


Qy 


2761 


AAAATTGAATCACCCAAACTGGAAAGAACTCCAAATGGCCCAAATATTGATAAAAAGGAA 


2820 




1 III Ml 1 III 1 II 1 III 1 II Ml II III II II II 1 II 1 III 1 II 1 II 1 1 II 1 II 1 M 1 ! 




Db 


2763 


AAAATTGAATCACCCAAACTGGAAAGAACTCCAAATGGCCCAAATATTGATAAAAAGGAA 


2822 


Qy 


2821 


GAAGATTTAGAAGACAAAAACAATTTTGGTGCTGAACCTCCACATCAGAATGGTGAATGT 


2880 




1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 r 1 1 1 1 1 1 1 1 1 i 1 1 1 ! 1 1 1 1 1 1 1 1 1 




Db 


2823 


GAAGATTTAGAAGACAAAAACAATTTTGGTGCTGAACCTCCACATCAGAATGGTGAATGT 


2882 


Qy 


2881 


TAC C CTAATG AG AAAAATTCTGTTAATATGG ACTTGG ACTAG ATAACCTTAAATTGGC CT 


2940 




II 1 1 1 1 M 1 1 1 M M 1 II 1 1 i 1 1 M 1 II 1 M i 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 ) 1 1 1 1 II II 1 




Db 


2883 


TAC C CTAATGAG AAAAATTCTGTTAATATGG ACTTGGACTAG ATAAC CTTAAATTGGCCT 


2942 


Qy 


2941 


ATTC CTTCAATTAATAAAATATTTTTG CC ATAGTATGTG ACTCTACATAACATACTGAAA 


3000 




IIIIIIIIMIIIIIIMIIIIIMIIIIIIIMMIIIIIIIIIIIMIIIMIIIIII 




Db 


2943 


ATTC CTTCAATT AATAAAATATTTTTG CCATAGTATGTG ACTCTACATAACATACTGAAA 


3002 


Qy 


3001 


CTATTTATA T l"l"l"l'C'l"i"l"l"l"lAAGGATATTTAGAAA'l"l"l"l'GTGTATTATATGGAAAAAGAA 


3060 




ill! MM MM MIMM MM IMMI Mill Mill MM 




Db 


3003 


CTATTTATATTTTCTTTTTTAAGGATATTTAGAAATTTTGTC 


3062 


Qy 


3061 


AAAAAGCTTAAGTCTGTAGTCTTTATGATCCTAAAAGGGAAAATTGCCTTGGTAACTTTC 


3120 




MM 1 MIMII MIMII Mill MIMM 1 MMM MMIIMM IMM MMI II 




Db 


3063 


AAAAAG CTT AAGTCTGT AGTCTTTATGATCCTAAAAGGG AAAATTG CCITGGTAACTTTC 


3122 


Qy 


3121 


AG ATTCCTG TGG AATTGTG AATTC AT ACT AAG CITTCTGTG C AGTCTC AC C ATTTG C AT C 


3180 



I 1 1 1 1 1 1 1 1 1 1 1 1 ! 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 
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Db 


3123 


Qy 


3181 


Db 


3183 


Qy 


3240 


Db 


3243 


Qy 


3300 


Db 


3303 


Qy 


3360 


Db 


3363 


Qy 


3420 


Db 


3423 


Qy 


3480 


Db 


3483 


Qy 


3540 


Db 


3542 


Qy 


3600 


Db 


3602 


RESULT 


2 


US-09- 


023-655 



3123 AGATTCCTGTGGAATTGTGAATTCATACTAAGCTTTCTGTGCAGTCTCACCATTTGCATC 3182 



ACTGAGGATGAAACTGACTTTTGTCITTTGGAGAAAAAAAACTGTACTG - TTGTTCAAGA 323 9 

MlllllllllllllllllillllllllMIIIMMIIMIIIIIMI lllllillll 

ACTGAGGATGAAACTGACTTTTGTCTTTTGGAGAAAAAAAACTGTACTGCTTGTTCAAGA 3242 
GGG CTGTG ATTAAAATCTTTAAGCATTTGTTC CTG C CAAGGTAGTTTTCTTGC ATTTTGC 3299 

i iii 1 1 1 ii i ii ii ii 1 1 1 Mill ii ii i ii ii i ii 1 1 1 mi i ii i ii 1 1 1 mm ii 1 1 

GGG CTGTG ATTAAAATCTTTAAG CATTTGTTC CTG C CAAGGTAGTTTTCTTGC ATTTTGC 3302 
TCTC CATTCAG CATGTGTGTGGGTGTGGATGTTTATAAACAAGACTAAGTCTG ACTTCAT 335 9 

MM 1 1 III 1 1 1 II 1 1 1 1 1 III II 1 1 II I III 1 1 1 1 1 1 1 1 Mill I II I II I III I II 1 1 

TCTC CATTCAG C ATGTGTGTGGGTGTGGATGTTTATAAACAAG ACTAAGTCTGACTTCAT 3362 
AAGGGCTTTCTAAAACCATTTCTGTCCAAGAGAAAATGACTTTTTGCTTTGATATTAAAA 3419 

i 1 1 1 1 1 1 1 1 1 M I M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

AAGGGCTTTCTAAAACCATTTCTGTCCAAGAGAAAATGACTTTTTGCTTTGATATTAAAA 3422 
ATTCAATG AGTAAAACAAAAG CTAGTC AAATGTGTTAG C AGCATGCAGAAC AAAAACTTT 3479 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

ATTCAATGAGTAAAACAAAAG CTAGTCAAATGTGTTAG C AGCATGCAGAAC AAAAACTTT 34 82 



! 1 1 1 1 1 1 1 1 1 1 1 11 1 1 1 1 1 1 1 ! M 11 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 11 1 1 1 1 1 1 1 1 

AAACTTTCTCTCTCACTATACAGTATATTGTC - ATGTGAAAGTGTGGAATGGAAGAAATG 3541 

TCGATCCTGTTGTAACTGATTGTGAACACTTTTATGAGCTTTAAAATAAAGTTCATCTTA 3599 

I I I I I I I I I 1 I I I I I I I I I I i II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I lllllll 
TCGATCCTGTTGTAACTGATTGTGAACACTTTTATGAGCTTTAAAATAAAGTTCATCTTA 3601 



lllllll 
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Query Match 99.2%; Score 3583.8; DB 3; Length 3614; 

Best Local Similarity 99.9%; Pred. No. 0; 

Matches 3607; Conservative 0; Mismatches 2; Indels 2; Gaps 2; 



Qy 


i 


GAGGAAGTGGGACCTCCCCTTTTGGGTCGGTAGTTCAGCGCCGGCGCCGGTGTGCGAGCC 


60 




i i i i i i i i i i i i i i i i i I I I I I \ I i I I I t I I I I I I I i M i i i l i i i l l l l l l l l l I l l l l 
I 1 1 II 1 1 1 II 1 1 1 II II 1 II II 1 II II II 1 II II II 1 1 1 1 1 II 1 1 II II 1 1 II II II 1 II 




Db 


3 


GAGGAAGTGGGACCTCCCCTTTTGGGTCGGTAGTTCAGCGCCGGCGCCGGTGTGCGAGCC 


62 


Qy 


61 


GCGGCAGAGTGAGGCAGGCAACCCGAGGTGCGGAGCGACCTGCGGAGGCTGAGCCCCGCT 


120 




i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i I i i i i I I i l l l l l l l l l l i l 
1 1 1 1 1 II 1 1 II 1 II 1 1 1 1 1 1 1 II II 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




Db 


63 


G CGG C AG AGTG AGGCAGGCAAC C CG AGGTG CGG AGCGACCTG CGG AGGCTG AG CCC CGCT 


122 


Qy 


121 


TTCTCCCAGGGTTTCTTATCAGCCAGCCGCCGCTGTCCCCGGGGGAGTAGGAGGCTCCTG 


180 




IMI 1 II 1 IN II 1 II 1 1 1 1 1 IN 1 1 II 1 II 1 1 II 1 II 1 II IIII II Ml IN 1 1 1 II M 




Db 


123 


TTCTCCCAGGGTTTCTTATCAGCCAGCCGCCGCTGTCCCCGGGGGAGTAGGAGGCTCCTG 


182 


Qy 


181 


AC AGG C CG CGGCTGTCTGTGTGTC CTTCTG AGTGTCAG AGG AACGGCC AG ACC C CG CGGG 


240 




1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 ! i 1 ! 1 1 1 




Db 


183 


ACAGGCCGCGGCTGTCTGTGTGTCCTTCTGAGTGTCAGAGGAACGGCCAGACCCCGCGGG 


242 


Qy 


241 


CCGGAGCAGAACGCGGCCAGGGCAGAAAGCGGCGGCAGGAGAAGCAGGCAGGGGGCCGGA 


300 




II III IM II Ml 1 II 1 IMII 1 1 M 1 1 1 1 III MUM M 1 II 1 1 1 1 Ml II Ml 1 1 1 1 




Db 


243 


CCGGAGCAGAACGCGGCCAGGGCAGAAAGCGGCGGCAGGAGAAGCAGGCAGGGGGCCGGA 


302 


Qy 


301 


GGACGCAGACCGAGACCCGAGGCGGAGGCGGACCGCGAGCCGGCCATGTCGGTGGTGGGG 


360 




1 1 1 M 1 1 i 1 1 1 1 1 1 1 1 II 1 M 1 1 IE M 1 1 1 II M 1 1 1 II M 1 1 1 1 1 1 1 ! M 1 1 1 1 1 1 II 1 




Db 


303 


GGACGCAGACCGAGACCCGAGGCGGAGGCGGACCGCGAGCCGGCCATGTCGGTGGTGGGG 


362 


Qy 


361 


TTGGACGTGGGCTCGCAGAGCTGCTACATCGCGGTAGCCCGGGCCGGGGGCATCGAGACC 


420 




III III 1 II 1 II 1 II 1 II IMI III III II IIIMIM II 1 II 1 IMMMIMM 




Db 


363 


TTGGACGTGGGCTCGCAGAGCTGCTACATCGCGGTAGCCCGGGCCGGGGGCATCGAGACC 


422 


Qy 


421 


ATCG C CAATG AGTTC AGCG AC CGGTG CACC C CGTC AGTCATATCATTTGGATCAAAAAAT 


480 




i iii iii iii iii Milium mi in minimi ii i mi 1 1 iiii minimi 




Db 


423 


ATCG C CAATG AGTTCAG CG ACCGGTG CACCC CGTC AGTCATATCATTTGGATCAAAAAAT 


482 


Qy 


481 


AGAACAATCGGAGTTGCAGCCAAAAATCAGCAAATCACTCATGCAAACAATACGGTGTCT 


540 




1 III Ml MMI Ml MMM MINI MINIMI III III 1 III III MINIMI 




Db 


483 


AG AAC AATCGG AGTTG CAG CC AAAAATC AGC AAATCACTC ATG C AAACAATACGGTGTCT 


542 


Qy 


541 


AACTTCAAAAGATTTCATGGCCGAGCATTCAACGACCCCTTCATTCAAAAGGAGAAGGAA 


600 




MNNNNNNNNNNNININN 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




Db 


543 


AACTTC AAAAGATTTCATGGCCG AGCATTCAATG AC C CCTTCATTCAAAAGG AG AAGG AA 


602 


Qy 


601 


AACTTGAGITACGATTTGGITCCATTGAAAAATGGTGGAGTTGGAATAAAGGTAATGTAC 


660 




II Nil IN III Nil Nil II IIII III IN INI III II III III IIII III III III 




Db 


603 


AACTTG AGTT ACG ATTTGG TT C C ATTGAAAAATGGTGG AGTTGG AAT AAAG GT AATGT AC 


662 
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Qy 


661 


ATGGGTG AAG AAC ATCTATTTAGTGTGG AG C AGATAACAG CCATGTTGTTGACTAAG CTG 


720 




IIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIII 




Db 


663 


ATGGGTG AAG AAC ATCTATTTAGTGTGGAG C AG ATAACAG CCATGTTGTTGACTAAG CTG 


722 


Qy 


721 


AAGG AAACTGCTG AAAACAG CCTCAAG AAACC AGT AACAG ATTGTGTTATTTC AGTC CC C 


780 




1 1 1 1 1 1 1 I 1 1 1 1 1 1 I 1 1 1 1 I 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 




Db 


723 


AAGG AAACTG CTG AAAAC AG CCTC AAG AAACC AGT AACAG ATTGTGTTATTTC AGTC CC C 


782 


Qy 


781 


TC CTTCTTTACAG ATGCTGAGAGGCGATCTGTGTT AGATG CTGCACAG ATTGTTGGC CTA 


840 




ilium 1 1 ii 1 1 1 1 1 in ii 1 1 in i ii i ii 1 1 ii mi i ii 1 1 m i mi i m 1 1 1 1 




Db 


783 


TC CTTCTTTACAG ATGCTGAGAGGCGATCTGTGTT AGATG CTGCACAGATTGTTGGC CTA 


842 


Qy 


841 


AACTGTTTAAGACTTATGAATGACATGACAGCTGTTGCTTTGAATTACGGAATTTATAAG 


900 




M 1 M 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 Mill 1 1 II 1 1 M MM 1 III 1 Ml III 1 1 1 1 Ml 




Db 


843 


AACTGTTTAAGACTTATGAATGACATGACAGCTGTTGCTTTGAATTACGGAATTTATAAG 


902 


Qy 


901 


CAGG ATCTC CC AAGCCTGGATG AG AAAC CTCGG ATAGTGGTTTTTGTTG ATATGGG ACAT 


960 




III II MM MM III 1 M 1 III 1 II 1 MM MM II Mill II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




Db 


903 


CAGGATCTC C C AAGCCTGGATG AG AAACCTCGGATAGTGGTTTTTGTTG ATATGGG AC AT 


962 


Qy 


961 


TCAG CTTTTC AAGTGTCTG CTTGTG CTTTTAACAAGGGAAAATTG AAGGTACTGGG AACA 


1020 




llllll 1 1 1 1 II 1 II 1 1 Ml Ml M 1 1 MIMMI II 1 MIMI 1 II 1 llllllllll 




Db 


963 


TCAG CTTTTC AAGTGTCTG CTTGTG CTTTTAACAAGGGAAAATTG AAGGTACTGGG AACA 


1022 


Qy 


1021 


GCTTTTGATCCTTTCTTAGGAGGAAAAAACTTCGATGAAAAGTTAGTGGAACATTTCTGT 


1080 




IIIIIIIIIIIIIIMIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII III 




Db 


1023 


GCTTTTGATCCTTTCTTAGGAGGAAAAAACTTCGATGAAAAGTTAGTGGAACA.L"i"l"l"l'GT 


1082 


Qy 


1081 


GC AG AATTT AAAACTAAGTACAAGTTGG ATG C AAAATC CAAAATACGAG CACTCCTACGT 


1140 




MIMI MIIIIIMIIIIIIII II II 1 1 M 1 1 M 1 1 1 1 MMM 1 1 1 1 1 MIMI 




Db 


1083 


GCAGAATTTAAAACTAAGTACAAGTTGGATGCAAAATCCAAAATACGAGCACTCCTACGT 


1142 


Qy 


1141 


CTGTATCAGG AATGTG AAAAACTG AAAAAG CTAATG AG CTCTAACAGCAC AG ACCTTC CA 


1200 




lllllll 1 1 1 IMMI 1 II 1 IM 1 II I III MM MIMMMIMI IMM 1 II II 1 




Db 


1143 


CTGTATCAGGAATGTG AAAAACTG AAAAAG CTAATG AGCTCTAACAG CAC AG ACCTTCCA 


1202 


Qy 


1201 


CTGAATATCGAATGCTTTATGAATGATAAAGATGTTTCCGGAAAGATGAACAGGTCACAA 


1260 




II Mill II 1 1 II IM 1 1 II 1 II II 1 1 II III 1 1 M 1 lllllll 1 III IM 1 M 1 II 




Db 


1203 


CTGAATATCGAATGCTTTATGAATGATAAAGATGTTTCCGGAAAGATGAACAGGTCACAA 


1262 


Qy 


1261 


TTTGAAG AACTCTGTG CTGAACTTCTG C AAAAG AT AGAAGTAC C CCTTTATTC ACTGTTG 


1320 




MIIIIIIIIIIIIMIMIMIIIIIMIIIIIIIMIIIMMMIMMIIIIIIII 




Db 


1263 


TTTG AAGAACTCTGTG CTGAACTTCTGC AAAAG ATAGAAGTACCC CTTTATTC ACTGTTG 


1322 


Qy 


1321 


GAACAAACTCATCTCAAAGTAGAAGATGTGAGTGCAGTTGAGATTGTTGGAGGCGCTACA 


1380 




IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIMIIIIIIII 




Db 


1323 


GAACAAACTCATCTCAAAGTAGAAGATGTGAGTGCAGTTGAGATTGTTGGAGGCGCTACA 


1382 


Qy 


1381 


CGAATTC C AG CTGTGAAGGAAAG AATTGC CAAATTCTTTGG AAAAG ATATTAGCACAACA 


1440 




II Mill 1 1 1 II II 1 1 1 II 1 1 II 1 II 1 1 MM 1 1 1 II IMM 1 M 1 1 1 II 1 1 1 M 1 IM 




Db 


1383 


CGAATTC CAG CTGTGAAGGAAAG AATTG CCAAATTCTTTGG AAAAG ATATTAGCACAACA 


1442 


Qy 


1441 


CTCAATG CAG ATG AAG CAGTAGCCAGAGG ATGTGC ATTAC AGTGTG CAATACTTTC CCCG 


1500 






llllll 1 III III MM MM Mil Ml lllllll MM MM lllllll MM IM III 




Db 


1443 


CTC AATGC AG ATGAAG C AGTAG CC AGAGGATGTG C ATT AC AGTGTG CAATACTTTCCCCG 


1502 


Qy 


1501 


GCATTTAAAGTTAGAGAATTTTCCGTCACAGATGCAGTTCCTTTTCCAATATCTCTGATC 


1560 




IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIII 




Db 


1503 


GCATTTAAAGTTAGAGAATTTTCCGTCACAGATGCAGTTCCTTTTCCAATATCTCTGATC 


1562 


Qy 


1561 


TGGAACCATGATTCAGAAGATACTGAAGGTGTTCATGAAGTCTTTAGTCGAAACCATGCT 


1620 






llllllllll 1 lllllll MIMI III III 1 MM II 1 MIMMI 1 1 1 MM II 1 1 11 




Db 


1563 


TGGAACCATGATTCAGAAGATACTGAAGGTGTTCATGAAGTCTTTAGTCGAAACCATGCT 


1622 


Qy 


1621 


GCTCC1"1"1'C U 1'CCAAAGTTCTCACCITTCTGAGAAGGGGGCC1"I"1"1<3AGCTAGAAGCTTTC 


1680 



llllll I lllllll lllllll llllll I IIIIMIMIIMI lllllll I lllllll III 
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Db 


1623 


GCTCCTTTCTCCAAAGTTCTCACCTTTCTGAGAAGGGGGCCTTTTGAGCTAGAAGCTTTC 


1682 


Qy 


1681 


TATTCTG ATCCCCAAGG AGTTCCATATC CAGAAG C AAAAATAGGCCGCTTTGTAGTTC AG 


1740 




II Mill 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 II 1 II 1 1 1 II 1 1 1 1 1 1 III 1 1 1 1 1 1 II 1 1 1 1 MM 




Db 


1683 


TATTCTGATCCCCAAGGAGTTCCATATCCAGAAGCAAAAATAGGCCGCTTTGTAGTTCAG 


1742 


Qy 


1741 


AATGTTTCTGCACAGAAAGATGGAGAAAAATCTAGAGTAAAAGTCAAAGTGCGAGTCAAC 


1800 




MMM M 1 1 II MM 1 II 1 M 1 1 1 M 1 MM M II II II M II II II Ml II II 1 IMI 




Db 


1743 


AATGTTTCTGCACAGAAAGATGGAGAAAAATCTAGAGTAAAAGTCAAAGTGCGAGTCAAC 


1802 


Qy 


1801 


AC C CATGGC ATTTTCACC ATCTCTACGG C ATCTATGGTGG AG AAAGTCCC AACTG AGG AG 


1860 




III 1 II 1 1 1 1 II Ml 1 1 1 II II 1 MM II III M 1 1 1 II MM 1 II 1 1 1 II MMM 1 II 




Db 


1803 


AC C CATGGCATTTTC AC CATCTCTACGG CATCTATGGTGGAG AAAGTCCC AACTG AGG AG 


1862 


Qy 


1861 


AATG AAATGTCTTCTG AAGCTG ACATGG AGTGTCTG AATC AG AG AC CACC AG AAAACCCA 


1920 




MMIMMMMMMIMMMirMIMMMMMMMMMMMMMMMI 




Db 


1863 


AATGAAATGTCTTCTGAAGCTGACATGGAGTGTCTGAATCAGAGACCACCAGAAAACCCA 


1922 


Qy 


1921 


G AC ACTG ATAAAAATGTC CAG C AAG ACAACAGTG AAG CTGG AAC AC AGCC CC AGGTACAA 


1980 




IMMI M 1 M 1 Ml 1 MM II II II 1 II M II II 1 M II 1 1 1 1 II II II 1 II II 1 1 1 II 




Db 


1923 


GACACTGATAAAAATGTCCAGCAAGACAACAGTGAAGCTGGAACACAGCCCCAGGTACAA 


1982 


Qy 


1981 


ACTGATGCTCAACAAACCTCACAGTCTCCCCCTTCACCTGAACTTACCTCAGAAGAAAAC 


2040 




1 1 1 1 M 1 M M MM 1 1 1 II II M II 1 II Ml 1 1 II 1 II 1 1 II 1 II M II 1 II II M 1 1 1 




Db 


1983 


ACTG ATGCTC AAC AAAC CTC ACAGTCTCCCC CTTC AC CTG AACTTACCTCAGAAG AAAAC 


2042 


Qy 


2041 


AAAATCCCAGATGCTGACAAAGCAAATGAAAAAAAAGTTGACCAGCCTCCAGAAGCTAAA 


2100 




MM MM IMMMIM MM MMM MM MMM MM MM MMM MM MM 




Db 


2043 


AAAATCCCAGATGCTGACAAAGCAAATGAAAAAAAAGTTGACCAGCCTCCAGAAGCTAAA 


2102 


Qy 


2101 


AAGCCCAAAATAAAGGTGGTGAATGTTGAGCTGCCTATTGAAGCCAACTTGGTCTGGCAG 


2160 




MMMMMMMMM MM M 1 1 1 1 II 1 1 M 1 1 M 1 II 1 1 1 II 1 1 1 II 1 II 1 1 1 1 1 1 




Db 


2103 


AAG C CC AAAAT AAAGGTGGTG AATGTTG AGCTG CCTATTG AAGC C AACTTGGTCTGGCAG 


2162 


Qy 


2161 


TTAGGGAAAGACCTTCTTAACATGTATATTGAGACAGAGGGTAAGATGATAATGCAAGAT 


2220 




MMMMMMMMM MMM MM MM MM IMMMMMMMM MMM 1 




Db 


2163 


TTAGGG AAAG AC CTTCTTAACATGTATATTGAG ACAG AGGGTAAG ATG ATAATG C AAG AT 


2222 


Qy 


2221 


AAATTGG AAAAAGAAAGG AATG ATG CTAAAAATG CAGTTG AGG AATATGTGTATGAGTTC 


2280 




MMMMMMMMM MM MMM MM MMM MM MM MMM MM MM 




Db 


2223 


AAATTGGAAAAAGAAAGG AATG ATG CTAAAAATG CAGTTG AGG AATATGTGTATGAGTTC 


2282 


Qy 


2281 


AGAGACAAGCTGTGTGGACCATATGAAAAATTTATATGTGAGCAGGATCATCAAAATTTT 


2340 




MMMMMMIMMMMMMIMMMMMMMMMMMMMMMMM 




Db 


2283 


AGAGACAAGCTGTGTGGACCATATGAAAAATTTATATGTGAGCAGGATCATCAAAATTTT 


2342 


Qy 


2341 


TTGAGACTCCTCACAGAAACTGAAGACTGGCTGTATGAAGAAGGAGAGGACCAAGCTAAA 


2400 




MMMMMM M MM Ml MM MM MMM MM Ml MMMMMMMMM 




Db 


2343 


TTGAGACTCCTCACAGAAACTGAAGACTGGCTGTATGAAGAAGGAGAGGACCAAGCTAAA 


2402 


Qy 


2401 


C AAG C ATATGTTGAC AAGTTGGAAG AATTAATGAAAATTGG CACTC CAGTTAAAGTTCGG 


2460 




1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 i 1 1 1 1 1 1 i 1 1 1 1 1 




Db 


2403 


C AAGC ATATGTTGAC AAGTTGGAAG AATTAATGAAAATTGG CACTC CAGTTAAAGTTCGG 


2462 


Qy 


2461 


TTTCAGG AAG CTG AAG AACGGCCAAAAATGTTTG AAGAACTAGG AC AG AGG CTGC AG CAT 


2520 




i 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 ] 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 L 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i I i t 




Db 


2463 


TTTCAGG AAG CTGAAG AACGG C CAAAAATGTTTGAAGAACTAGGACAG AGGCTGCAGCAT 


2522 


Qy 


2521 


TATG C CAAGATAG CAG CTG ACTTC AG AAATAAGGATG AG AAATACAAC CATATTG ATG AG 


2580 




1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




Db 


2523 


TATG C CAAGATAG CAG CTG ACTTCAG AAATAAGG ATGAG AAAT AC AACCATATTGATG AG 


2582 


Qy 


2581 


TCTGAAATGAAAAAAGTGGAGAAGTCTCTTAATGAAGTGATGGAATGGATGAATAATGTC 


2640 




MMIIMIMIIMIMIMIMIIIIMMMMMMIMMIMMMMIIMM 




Db 


2583 


TCTGAAATGAAAAAAGTGGAGAAGTCTGTTAATGAAGTGATGGAATGGATGAATAATGTC 


2642 



Application/Control Number: 

10/525,831 

Art Unit: 1643 



Page 29 



Qy 


2641 


ATGAATGCTCAGGCTAAAAAGAGTCTTGATCAGGATCCAGTTGTACGTGCTCAGGAAATT 


2700 




IIMIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIII 




Db 


2643 


ATGAATGCTCAGGCTAAAAAGAGTCTTGATCAGGATCCAGTTGTACGTGCTCAGGAAATT 


2702 


Qy 


2701 


AAAACAAAAATCAAGGAATTGAACAACACATGTGAACCCGTTGTAACACAACCGAAACCA 


2760 




lllllllllllllllllllllllllllllllllllllllllllllllllllllllllll! 




Db 


2703 


AAAACAAAAATCAAGGAATTGAACAACACATGTGAACCCGTTGTAACACAACCGAAACCA 


2762 


Qy 


2761 


AAAATTGAATCACCCAAACTGGAAAGAACTCCAAATGGCCCAAATATTGATAAAAAGGAA 


2820 




IIIIMIIIIMMIIIIIIMIIIIIIIIIIIIIIMIIIIMIIIIIIIIIIMIMI 




Db 


2763 


AAAATTGAATCACCCAAACTGGAAAGAACTCCAAATGGCCCAAATATTGATAAAAAGGAA 


2822 


Qy 


2821 


GAAGATTTAGAAGACAAAAACAATTTTGGTGCTGAACCTCCACATCAGAATGGTGAATGT 


2880 




IIIIIIIIIIIIIMMIIIIIIIMIIIIINIIIIIIIIIIIIIIIIIIIIIIIIIII 




Db . 


2823 


GAAGATTTAGAAGACAAAAACAATTTTGGTGCTGAACCTCCACATCAGAATGGTGAATGT 


2882 


Qy 


2881 


TACC CT AATG AG AAAAATTCTGTTAATATGG ACTTGGACTAG ATAACCTT AAATTGG C CT 


2940 




ill III III MINIMI! Ill III 1 III llllll III MIMIMII III 1 III III II 




Db 


2883 


TACCCTAATGAGAAAAATTCTGTTAATATGGACTTGGACTAGATAACCTTAAATTGGCCT 


2942 


Qy 


2941 


ATTCCTTCAATTAATAAAATATTTTTGCCATAGTATGTGACTCTACATAACATACTGAAA 


3000 




1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 ! 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 




Db 


2943 


ATTCCTTCAATTAATAAAATATTTTTGCCATAGTATGTGACTCTACATAACATACTGAAA 


3002 


Qy 


3001 


CTATTTATATTTTCTTTTTTAAGGATATTTAGAAATTTTGTGTAT^ 


3060 




1 1 III III 1 IMII 1 II III 1 1 II h 1 llll! 1 1 Mill 1 1 MM 1 1 Mill MM! 




Db 


3003 


CTATTTATATTTTCU"X"IT1TAAGGATATTTAGAAATTTTGTGTATTATATGGAAAAAGAA 


3062 


Qy 


3061 


AAAAAG CTTAAGTCTGT AGTCTTT ATG ATC CT AAAAGGG AAAATTG CCTTGGTAACTTTC 


3120 




M 1 1 1 1 1 1 1 1 1 II 1 1 1 1 M 1 1 II 1 1 1 II 1 M 1 1 1 1 1 M 1 II 1 1 1 1 1 1 1 1 1 1 II 1 1 1 II 1 1 




Db 


3063 


AAAAAGCTTAAGTCTGTAGTCTTTATGATCCTAAAAGGGAAAATTGCCTTGGTAACTTTC 


3122 


Qy 


3121 


AGATTCCTGTGGAATTGTGAATTCATACTAAGCTTTCTGTGCAGTCTCACCATTTGCATC 


3180 




1 1 M M 1 1 1 1 1 M 1 1 M M M M 1 1 II M M II M 1 M 1 M 1 M M 1 II 1 1 1 M M M M 




Db 


3123 


AG ATTC CTGTGG AATTGTGAATTCATACTAAGCTTTCTGTG CAGTCTCACCATTTGCATC 


3182 


Qy 


3181 


ACTGAGGATGAAACTGACTTTTGTCTTTTGGAGAAAAAAAACTGTACTG - TTGTTCAAGA 


3239 




MIMIMIIIIMIIMMIIMIIIMIMIIIIIMIMIMIMI IMIIIIMI 




Db 


3183 


ACTGAGGATGAAACTGACTTTTGTCTTTTGGAGAAAAAAAACTGTACTGCTTGT^ 


3242 


Qy 


3240 


GGGCTGTGATTAAAATCTTTAAGCATTTGTTCCTGCC 


3299 




MIMIMIIIIMIIMMIIMIIMIIIMIIIIMIMIMIMIMIMIMMI 




Db 


3243 


GGG CTGTG ATTAAAATCTTTAAG CATTTGTTCCTGCCAAGGTAGTTTTCTTG CATTTTG C 


3302 


Qy 


3300 


TCTCCATTCAGCATGTGTGTGGGTGTGGATGTTTATAAACAAGACTAAGTCTGACTTCAT 


3359 




M 1 M 1 1 1 1 1 1 1 II 1 1 1 1 i 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 M 1 1 1 1 11 1 1 1 11 1 1 1 1 11 1 1 1 1 




Db 


3303 


TCTCCATTCAGCATGTGTGTGGGTGTGGATGTTTATAAACAAGACTAAGTCTGACTTCAT 


3362 


Qy 


3360 


AAGGG CTTTCT AAAAC CATTTCTGTC CAAG AGAAAATG ACTTTTTG CTTTG ATATTAAAA 


3419 




1 1 M 1 1 1 1 1 M 1 1 1 1 1 1 ! 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 L 1 1 1 1 1 1 1 1 1 1 1 




Db 


3363 


AAGGG CTTTCTAAAAC CATTTCTGTC CAAG AG AAAATG ACTTTTTG CTTTG ATATTAAAA 


3422 


Qy 


3420 


ATTCAATG AGTAAAAC AAAAGCTAGTCAAATGTGTTAG CAGCATG C AG AAC AAAAACTTT 


3479 




MIMMMIIIMIIIIMMMMIMMMMIIIMMIMIMMIIMIMIM 




Db 


3423 


ATTCAATGAGTAAAACAAAAGCTAGTCAAATGTGTTAGCAGCATGCAGAACAAAAACTTT 


3482 


Qy 


3480 


AAACTTTCTCTCTCACTATACAGTATATTGTCAATGTGAAAGTGTGGAATGGAAGAAATG 


3539 




MIIMIMMIIIIMIMMIMMIIMI IMMMMIMIMMIMIIIMM 




Db 


3483 


AAACTTTCTCTCTCACTATACAGTATATTGTC - ATGTGAAAGTGTGGAATGGAAGAAATG 


3541 


Qy 


3540 


TCG ATC CTGTTGTAACTG ATTGTG AACACTTTTATG AG CTTTAAAAT AAAGTTC ATCTTA 


3599 




1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 M M 1 1 1 1 M 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 IMMMIMMIM 




Db 


3542 


TCGATC CTTCTTGTAACTG ATTGTGAACACTTTTATG AG CTTTAAAATAAAGTTC ATCTTA 


3601 


Qy 


3600 


TGGTGTCATTT 3610 





III! MM 
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Db 3602 TGGTGTCATTT 3612 



RESULT 3 

US-09-880-107-1753 

; Sequence 1753, Application US/09880107 

; Patent No. 6974667 

; GENERAL INFORMATION: 

; APPLICANT: Home, Darci T. 

; APPLICANT: Vockley, Joseph G. 

; APPLICANT: Scherf, Uwe 

; APPLICANT: Gene Logic, Inc. 

; TITLE OF INVENTION: Gene Expression Profiles in Liver Cancer 

; FILE REFERENCE: 44921-5028-WO 

; CURRENT APPLICATION NUMBER: US/09/880 , 107 

; CURRENT FILING DATE: 2001-06-14 

; PRIOR APPLICATION NUMBER : US 60/211,379 

/ PRIOR FILING DATE: 2000-06-14 

; PRIOR APPLICATION NUMBER: US 60/237,054 

; PRIOR FILING DATE: 2000-10-02 

; NUMBER OF SEQ ID NOS : 3 950 

; SOFTWARE: Patent In Ver. 2.1 

; SEQ ID NO 1753 

LENGTH: 3 614 

TYPE: DNA 

ORGANISM: Homo sapiens 
FEATURE : 

OTHER INFORMATION: Genbank Accession No. 6974 667 D86956 
US-09-880-107-1753 



Query Match 99.2%; Score 3583.8; DB 4; Length 3 614; 

Best Local Similarity 99.9%; Pred. No. 0; 

Matches 3607; Conservative 0; Mismatches 2; Indels 2; Gaps 2; 



Qy 


1 


GAGGAAGTGGGACCTCCCCTTTTGGGTCGGTAGTTCAGCGCCGGCGCCGGTGTGCGAGCC 


60 




Mill II 1 1 II i 1 III 1 1 MINI 1 1 1 II 1 1 III 1 lllltll II II 1 1 II 1 1 1 II 1 1 M 




Db 


3 


GAGGAAGTGGGACCTCCCCTTTTGGGTCGGTAGTTCAGCGCCGGCGCCGGTGTGCGAGCC 


62 


Qy 


61 


GCGGCAGAGTGAGGCAGGCAACCCGAGGTGCGGAGCGACCTGCGGAGGCTGAGCCCCGCT 


120 




Mill MUM MM 1 MM II M 1 II ! MM MM! 1 MMM Mill MINI 




Db 


63 


GCGGCAGAGTGAGGCAGGCAACCCGAGGTGCGGAGCGACCTGCGGAGGCTGAGCCCCGCT 


122 


Qy 


121 


TTCTCCCAGGGTTTCTTATCAGCCAGCCGCCGCTGTCCCCGGGGGAGTAGGAGGCTCCTG 


180 




1 1 1 1 1 III 1 II 1 1 1 Ml 1 MM II 1 1 1 II 1 M 1 1 1 1 1 1 III 1 1 1 1 II 1 1 lllllll 




Db 


123 


TTCTCCCAGGGTTTCTTATCAGCCAGCCGCCGCTGTCCCCGGGGGAGTAGGAGGCTCCTG 


182 


Qy 


181 


ACAGGCCGCGGCTGTCTGTGTGTCCTTCTGAGTGTCAGAGGAACGGCCAGACCCCGCGGG 


240 




1 1 1 i II II II 1 II II MM II MM 1 II 1 Ml Ml II II III II II MMM 1 1 II 1 1 




Db 


183 


ACAGGCCGCGGCTGTCTGTGTGTCCTTCTGAGTGTCAGAGGAACGGCCAGACCCCGCGGG 


242 


Qy 


241 


CCGGAGCAGAACGCGGCCAGGGCAGAAAGCGGCGGCAGGAGAAGCAGGCAGGGGGCCGGA 


300 




INI 1 III 1 Mill III MMM MM MM MM MM 1 MM MM 1 III 1 MM III 




Db 


243 


CCGGAGCAGAACGCGGCCAGGGCAGAAAGCGGCGGCAGGAGAAGCAGGCAGGGGGCCGGA 


302 


Qy 


301 


GGACGCAGACCGAGACCCGAGGCGGAGGCGGACCGCGAGCCGGCCATGTCGGTGGTGGGG 


360 






III II II II II II III II MIIMM III MM 1 III II III MM 1 II II 1 II II II 




Db 


303 


GGACGCAGACCGAGACCCGAGGCGGAGGCGGACCGCGAGCCGGCCATGTCGGTGGTGGGG 


362 


Qy 


361 


TTGG ACGTGGGCTCG C AGAG CTG CTAC ATCG CGGTAGC C CGGG CCGGGGGC ATCGAG ACC 


420 






1 III 1 II MM III III II MM III III II Mill Ml Ml II Mill II II lllllll 




Db 


363 


TTGGACGTGGGCTCGCAGAGCTGCTACATCGCGGTAGCCCGGGCCGGGGGCATCGAGACC 


422 


Qy 


421 


ATCG CC AATG AGTTCAG CG AC CGGTG CACCC CGTC AGTC ATATC ATTTGGATC AAAAAAT 


480 






IIIMIIMIIMMIIIIIIIMIIIIIMIIIIIIIMIIIIIIIIIIIIMIIIMI 




Db 


423 


ATCGCCAATGAGTTCAGCGACCGGTGCACCCCGTCAGTCATATCATTTGGATCAAAAAAT 


482 
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Qy 


481 


AGAACAATCGGAGTTGCAGCCAAAAATCAGCAAATCACTCATGCAAACAATACGGTGTCT 


540 




IMIIIIIIIMIIIMIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIMIIII 




Db 


483 


AGAACAATCGGAGTTGCAGCCAAAAATCAGCAAATCACTCATGCAAACAATACGGTGTCT 


542 


Qy 


541 


AACTTC AAAAG ATTTCATGG CCG AG CATTCAACG AC CC CTTC ATTCAAAAGGAG AAGG AA 


600 




IIIIIMIIIIIIIIIIIIIIIIIIIIIIIII IIMIMIIIIIIIIIIIIIIIIIIII 




Db 


543 


AACTTCAAAAGATTTCATGGCCGAGCATTCAATGACCCCTTCATTCAAAAGGAGAAGGAA 


602 


Qy 


601 


AACTTGAGTTACGATTTGGTTCCATTGAAAAATGGTGGAGTTGGAATAAAGGTAATGTAC 


660 




IMMIIIIMIIIIIIIIIIIIIIIIIMIIII MIMIIIIMMMMIMIIIIM 




Db 


603 


AACTTGAGTTACGATTTGGTTCCATTGAAAAATGGTGGAGTTGGAATAAAGGTAATGTAC 


662 


Qy 


661 


ATGGGTGAAG AACATCTATTT AGTGTGG AG CAG AT AAC AG CCATGTTGTTG ACTAAGCTG 


720 




1 1 1 M 1 1 1 1 M 1 1 1 1 ii I ii 1 1 1 1 M I mi 1 1 M 1 1 i : i 1 1 1 1 1 1 m 1 1 1 1 1 1 1 1 1 1 1 1 




Db 


663 


ATGGGTGAAGAACATCTATTTAGTGTGGAGCAGATAACAGCCATGTTGTTGACTAAGCTG 


722 


Qy 


721 


AAGGAAACTGCTGAAAACAGCCTCAAGAAACCAGTAACAGATTGTGTTATTTCAGTCCCC 


780 




llllllllll Mill II Mill III II lllllll 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 II 1 




Db 


723 


AAGGAAACTGCTGAAAACAGCCTCAAGAAACCAGTAACAGATTGTGTTATTTCAGTCCCC 


782 


Qy 


781 


TC CTTCTTTACAGATGCTGAG AGG CG ATCTGTGTTAG ATG CTGC AC AG ATTGTTGGCCTA 


840 




1 II 1 1 II 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 M 1 1 Mill II 1 1 1 MM 1 II II M MM Ml II Ml 




Db 


783 


TC CTTCTTTACAGATGCTGAGAGG CGATCTGTGTTAGATG CTGCACAGATTGTTGG C CTA 


842 


Qy 


841 


AACTGTTTAAGACTTATGAATGACATGACAGCTGTTGCTTTGAATTACGGAATTTATAAG 


900 




1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 Mill i : ;l M 1 II Ml III 1 II Ml II 1 II III M 




Db 


843 


AACTGTTTAAGACTTATGAATGACATGACAGCTGTTGCTTTGAATTACGGAATTTATAAG 


902 


Qy 


901 


CAGGATCTCCCAAGCCTGGATGAGAAACCTCGGATAGTGGTTTTTGTTGATATGGGACAT 


960 




1 M M 1 M II 1 II II 1 II 1 1 II M 1 II 1 II 1 II 1 II II 1 1 II 1 II 1 M 1 1 1 1 1 1 1 1 1 1 M 




Db 


903 


CAGGATCTCCCAAGCCTGGATGAGAAACCTCGGATAGTGGTTTTTGTTGATATGGGACAT 


962 


Qy 


961 


TCAGCTTITCAAGTGTCTGCTTGTGCTTTTAACAAGGGAAAATTGAAGGTACTGGGAACA 


1020 




1 1 Ml 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II II 1 Mill 1 II M M MM 1 1 1 II II 1 IIMM II 




Db 


963 


TCAGCTTTTCAAGTGTCTGCTTGTGCTTTTAACAAGGGAAAATTGAAGGTACTGGGAACA 


1022 


Qy 


1021 


GCTTTTGATCCTTTCTTAGGAGGAAAAAACTTCGATGAAAAGTTAGTGGAACAT^ 


1080 




M 1 i 1 1 1 1 1 II 1 II 1 1 1 1 II Ml 1 M 1 1 MM 1 II III III III Ml Mill III 1 Ml 




Db 


1023 


GCTTTTGATCCTTTCTTAGGAGGAAAAAACTTCGATGAAAAGTTAGTGGAACATTTTTGT 


1082 


Qy 


1081 


GC AGAATTT AAAACT AAGTACAAGTTGG ATG CAAAATC CAAAATACG AG C ACTCCTACGT 


1140 




1 1 1 1 1 1 1 1 1 1 ! 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 r 1 1 1 1 1 1 1 1 1 1 1 1 1 E 1 ! 1 1 1 ! 1 1 1 1 1 1 1 




Db 


1083 


GC AG AATTT AAAACTAAGTACAAGTTGG ATG CAAAATC CAAAATACG AG C ACTCCTACGT 


1142 


Qy 


1141 


CTGTATCAGGAATGTGAAAAACTGAAAAAGCTAATGAGCTCTAACAGCACAGACCTTCCA 


1200 




1 Ml 1 M 1 1! 1 11 1 1 1 1 Ml 1 1 II II II Mill 1 II II II MM II M II 1 1 Mill 1 




Db 


1143 


CTGTATCAGGAATGTGAAAAACTG AAAAAG CT AATG AG CTCTAAC AG CAC AG ACCTTC CA 


1202 


Qy 


1201 


CTG AAT ATCGAATG CTTT ATG AATGATAAAG ATGTTTC CGG AAAG ATG AACAGGTC AC AA 


1260 




1 MM 1 1 1 II 1 II 1 1 1 1 III II 1 1 II MM M III III IIMM II III 1 Mill 1 1 




Db 


1203 


CTG AATATCGAATG CTTT ATG AATGATAAAG ATGTTTC CGG AAAG ATG AACAGGTC AC AA 


1262 


Qy 


1261 


TTTGAAGAACTCTGTGCTGAACTTCTGCAAAAGATAGAAGTACCCCTTTATTCACTGTTG 


1320 




II 1 III III II III 1 III II 1 III II IIMM II II MM II 1 M M 1 II 1 Mill 




Db 


1263 


TTTGAAGAACTCTGTGCTGAACTTCTGCAAAAGATAGAAGTACCCCTTTATTCACTGTTG 


1322 


Qy 


1321 


GAACAAACTCATCTCAAAGTAGAAGATGTGAGTGCAGTTGAGATTGTTGGAGGCGCTACA 


1380 




'1 M II MM III MM 1 II M 1 II MIMII III II IIMM 1 MM Ml MM III 1 




Db 


1323 


GAACAAACTCATCTCAAAGTAGAAGATGTGAGTGCAGTTGAGATTGTTGGAGGCGCTACA 


1382 


Qy 


1381 


CGAATTCCAGCTGTGAAGGAAAGAATTGCCAAATTCTTTGGAAAAGATATTAGCACAACA 


1440 






1 1 1 1 1 1 1 1 1 i 1 II 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 II 1 1 1 1 1 1 1 1 1 M 1 1 1 M 1 1 1 1 M 1 1 1 1 1 M 




Db 


1383 


CGAATTCCAGCTGTGAAGGAAAGAATTGCCAAATTCTTTGGAAAAGATATTAGCACAACA 


1442 


Qy 


1441 


CTC AATGCAGATGAAGCAGTAGC CAG AGG ATGTG CATTACAGTGTGCAATACTTTC CCCG 


1500 



IMM IIMM IIMI I III II I I MIMIIIMIMMI MINIM MM MINI I 
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Db 


1443 


CTCAATGC AG ATG AAG CAGTAG CCAG AGGATGTG C ATTACAGTGTG C AATACTTTCCCCG 


1502 


Qy 


1501 


GCATTTAAAGTTAGAG7UVTTTTCCGTCACAGATGCAGTTCCTTTTCCAATATCTCTGATC 


1560 




1 III llllllil IMIIIIIIII 1 IIIIIIIIIIMIII llllllll III lllllill li 




Db 


1503 


GCATTTAAAGTTAG AG AATTTTC CGTC ACAG ATG C AGTTCCTTTTC CAATATCTCTGATC 


1562 


Qy 


1561 


TGGAACCATGATTCAGAAGATACTGAAGGTGTTCATGAAGTCTTTAGTCGAAACCATGCT 


1620 




III MM MM IMIMMMI 1 III IMMII 1! II MMM II 1 IIMIIIMIII 




Db 


1563 


TGGAACCATGATTCAGAAGATACTGAAGGTGTTCATGAAGTCTTTAGTCGAAACCATGCT 


1622 


Qy 


1621 


GCTCCTTTCTCCAAAGTTCTCACCTTTCTGAGAAGGGGGCCTTTTGAGCTAGAAGCTTTC 


1680 




him iiiiiiii linn in 1 1 Mini i in iiiiiiii nun iiiiiiii ii 




Db 


1623 


GCTCCTTTCTCCAAAGTTCTCACCTTTCTGAGAAGGGGGCCTTTTGAGCTAGAAGCTTTC 


1682 


Qy 


1681 


TATTCTG ATCCCC AAGG AGTTCCATATCC AG AAG CAAAAATAGG CCG CTTTGTAGTTCAG 


1740 




1 MMM II MM III 1 III I II ! IIIIMII M II II 1 IMM 1! 1 1 M 1 II II III 1 1 




Db 


1683 


TATTCTG ATCCCC AAGG AGTTCCATATC C AG AAG CAAAAATAGG CCG CTTTGTAGTTCAG 


1742 


Qy 


1741 


AATGTTTCTGCACAGAAAGATGGAGAAAAATCTAGAGTAAAAGTCAAAGTGCGAGTCAAC 


1800 




Ml Ml II III 1 III 1 II II II Mill MM M II III MIM II 1 III 1 II 1 MM 1 1 




Db 


1743 


AATGTTTCTGCACAGAAAGATGGAGAAAAATCTAGAGTAAAAGTCAAAGTGCGAGTCAAC 


1802 


Qy 


1801 


AC CC ATGG C ATTTTCAC CATCTCTACGGCATCTATGGTGGAG AAAGTCCCAACTG AGG AG 


1860 




III MIM II II II II M MM 1 Ml MM 1 !M Ml IIIIIIII IIIIIIIIIIIM 




Db 


1803 


ACCCATGGCATTTTCACCATCTCTACGGCATCTATGGTGGAGAAAGTCCCAACTGAGGAG 


1862 


Qy 


1861 


AATGAAATGTCTTCTGAAGCTGACATGGAGTGTCTGAATCAGAGACCACCAGAAAACCCA 


1920 




MM i IM MM 1 M II M Mill II II MM M 1 MM IMM II 1 MM MM III M 




Db 


1863 


AATG AAATGTCTTCTG AAGCTGAC ATGG AGTGTCTG AATC AG AG AC C ACC AGAAAACC C A 


1922 


Qy 


1921 


G AC ACTG AT AAAAATGTCCAG CAAG ACAAC AGTG AAGCTGG AAC AC AGCC C CAGGTAC AA 


1980 




MM MM MM 1 III 1 IM MM MM III 1 III Ml IMMII 1 IIIIIIIIIIIM 




Db 


1923 


G AC ACTG ATAAAAATGTCCAGCAAGACAACAGTG AAGCTGGAAC AC AGC CC CAGGTACAA 


1982 


Qy 


1981 


ACTGATGCTCAACAAACCTCACAGTCTCCCCCTTCACCTGAACTTACCTCAGAAGAAAAC 


2040 




II M 1 II 1 IM 1 Mi II 1 II 1 M 1 M II II II 1 II 1 II MM II 1 1 II 1 II 1 MM 




Db 


1983 


ACTGATGCTCAACAAACCTCACAGTCTCCCCCTTCACCTGAACTTACCTCAGAAGAAAAC 


2042 


Qy 


2041 


AAAATCCCAGATGCTGACAAAGCAAATGAAAAAAAAGTTGACCAGCCTCCAGAAGCTAAA 


2100 




Mil II II llllllllll 1 MM 1 1 1 MM Ml 1 MM MM II II 1 II MM MM 




Db 


2043 


AAAATC C CAG ATG CTG ACAAAG CAAATG AAAAAAAAGTTG ACCAG CCTCCAG AAG CTAAA 


2102 


Qy 


2101 


AAGCCCAAAATAAAGGTGGTGAATGTTGAGCTGCCTATTGAAGCCAACTTGGTCTGGCAG 


2160 




II 1 1 MM MMIM MM IMM 1 II 1 III MM MM IM II III 1 II MM III 1 II 




Db 


2103 


AAGCCCAAAATAAAGGTGGTGAATGTTGAGCTGCCTATTGAAGCCAACTTGGTCTGGCAG 


2162 


Qy 


2161 


TTAGGGAAAGACCTTCTTAACATGTATATTGAGACAGAGGGTAAGATGATAATGCAAGAT 


2220 




INI IMMII Mill III IIIIIIII IMMII Mill MM III Mill III I II III 




Db 


2163 


TTAGGGAAAGACCTTCTTAACATGTATATTGAGACAGAGGGTAAGATGATAATGCAAGAT 


2222 


Qy 


2221 


AAATTGG AAAAAG AAAGGAATG ATG CT AAAAATG C AGTTG AGG AATATGTGT ATG AGTTC 


2280 




Mill MM IMMII II 1 Ml 1 1 1 1 1 III II 1 1 1 1 IIIIIIII III III MM MM II 




Db 


2223 


AAATTGGAAAAAGAAAGGAATGATGCTAAAAATGCAGTTGAGGAATATGTGTATGAGTTC 


2282 


Qy 


2281 


AGAGACAAGCTGTGTGGACCATATGAAAAATTTATATGTGAGCAGGATCATCAAAATTTT 


2340 




MIM MM IMMMIMI MM IMMII Mill MM MM II IMM III MM II 




Db 


2283 


AG AGAC AAG CTGTGTGG AC C ATATGAAAAATTTATATGTG AGCAGG ATCATC AAAATTTT 


2342 


Qy 


2341 


TTG AGACTC CTCACAGAAACTG AAG ACTGG CTGTATGAAG AAGG AG AGG AC CAAG CTAAA 


2400 




1 II 1 1 1 II II 1 1 1 1 1 1 1 1 II 1 II 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 II 1 1 1 1 1 II 1 1 1 1 1 II 1 1 II 




Db 


2343 


TTG AG ACTC CTCACAGAAACTG AAG ACTGG CTGTATGAAG AAGG AG AGG AC CAAG CTAAA 


2402 


Qy 


2401 


CAAG CAT ATG TTG AC AAGTTGG AAG AATT AATG AAAATTG GC ACTC C AGTT AAAG TT CGG 


2460 




IIIIIIII IMMMIMM IIIIMII IIIIIIII MM llllll II II Mill Mill 




Db 


2403 


CAAG CAT ATG TTG AC AAGTTGG AAG AATT AATG AAAATTGG C ACTC C AGTT AAAGTT CG G 


2462 
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Qy 


2461 


TTTC AGG AAG CTG AAG AACGGCC AAAAATGTTTG AAG AACTAGG ACAG AGG CTG CAG CAT 


2520 




iii i in 1 1 iii i ill 1 1 mi in 1 1 iii i ii 1 1 ill 1 1 iii mi i M 1 1 1 ii 




Db 


2463 


TTT CAGG AAG CTGAAGAACGGCC AAAAATGTTTG AAGAACTAGGAC AG AGG CTG CAG CAT 


2522 


Qy 


2521 


TATG CC AAGATAGC AGCTG ACTTCAG AAATAAGG ATGAGAAATACAAC CATATTG ATG AG 


2580 




IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIII 




Db 


2523 


TATGCC AAGATAG CAG CTG ACTTCAG AAATAAGG ATGAGAAATACAAC CATATTGATG AG 


2582 


Qy 


2581 


TCTGAAATGAAAAAAGTGGAGAAGTCTGTTAATGAAGTGATGGAATGGATGAATAATGTC 


2640 




IIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIillllllMIIIIIIII 




Db 


2583 


TCTGAAATGAAAAAAGTGGAGAAGTCTGTTAATGAAGTGATGGAATGGATGAATAATGTC 


2642 


Qy 


2641 


ATGAATGCTCAGGCTAAAAAGAGTCTTGATCAGGATCCAGTTGTACGTGCTCAGGAAATT 


2700 




IIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 




Db 


2643 


ATGAATGCTCAGGCTAAAAAGAGTCTTGATCAGGATCCAGTTGTACGTGCTCAGGAAATT 


2702 


Qy 


2701 


AAAACAAAAATCAAGGAATTGAACAACACATGTGAACCCGTTGTAACACAACCGAAACCA 


2760 




1 MINIM MM llll 1 III Mill 1 III 1 III lllllllll 1 MM 1 III Mill III 




Db 


2703 


AAAACAAAAATCAAGGAATTGAACAACACATGTGAACCCGTTGTAACACAACCGAAACCA 


2762 


Qy 


2761 


AAAATTGAATCACC CAAACTGG AAAGAACTCC AAATGG CC C AAATATTGATAAAAAGG AA 


2820 




MIMMMI III 1 III 1 III 1 1 II 1 1 III 1 III 1 1 II 1 1 III 1 Ml II III 1 III 1 II 




Db 


2763 


AAAATTGAATCACCCAAACTGGAAAGAACTCCAAATGGCCCAAATATTGATAAAAAGGAA 


2822 


Qy 


2821 


GAAGATTTAGAAGACAAAAACAATTTTGGTGCTGAACCTCCACATCAGAATGGTGAATGT 


2880 




II: llll llll Ml 1 1 II M III 1 1 II 1 llll 1 MM 1 M I! llll 1 II 1 1 1 1 




Db 


2823 


GAAGATTTAGAAGACAAAAACAATTTTGGTGCTGAACCTCCACATCAGAATGGTGAATGT 


2882 


Qy 


2881 


TACCCTAATG AG AAAAATTCTGTTAATATGGACTTGGACTAGATAAC CTTAAATTGG C CT 


2940 




II II 1 II M 1 1 M 1 1 II II 1 II 1 M M II II 1 M 1 1 II M II M 1 II 1 II 1 1 1 M M 1 II 




Db 


2883 


TACCCTAATGAGAAAAATTCTGTTAATATGGACTTGGACTAGATAACCTTAAATTGGCCT 


2942 


Qy 


2941 


ATTCCTTCAATTAATAAAATATTTTTGCCATAGTATGTGACTCTACATAACATACTGAAA 


3000 




lllllllll MM III llll 1 MINIM 1 1 III 1 II 1 1 1 llll II 1 1 III 1 III 1 1 II 




Db 


2943 


ATTCCTTC AATTAATAAAATATTTTTG C C ATAGTATGTG ACTCTACATAACATACTGAAA 


3002 


Qy 


3001 


CTATTTATATTTTCTTTTTTAAGGATATTTAGAAATTTTGTGTATTATATGGAAAAAGAA 


3060 




III III 1 1 llllll! 1 1 llllll II 1 llllll 1 1 MM 111 1 1 IIIIIM ! 1 1 1 




Db 


3003 


CT ATTT AT ATTTT C TTTTTT AAGG AT ATTT AG AAATTTTGTG T ATT AT ATGG AAAAAG AA 


3062 


Qy 


3061 


AAAAAG CTTAAGTCTGTAGTCTTTATG ATC CTAAAAGGGAAAATTGC CTTGGTAACTTTC 


3120 




1 III II II 1 1 II 1 MM 1 ! II II 1 1 1 1 II 1 Nil 1 1 II 1 1 MM 1 II INN 1 NN 1 N 




Db 


3063 


AAAAAG CTTAAGTCTGTAGTCTTTATG ATC CTAAAAGGGAAAATTGC CTTGGTAACTTTC 


3122 


Qy 


3121 


AG ATT C CTG TGG AATTGTG AATT CAT ACT AAG CTTT CTGTG C AG T CT C ACC ATTTG CATC 


3180 




iiiiiiiii ii 1 1 mil ii 1 1 mill 1 1 iimiii i iiiiiii iiiimii 1 1 1 1 




Db 


3123 


AGATTCCTGTGGAATTGTGAATTCATACTAAGCTITTCTGTGCAGTCTCACCATTTGCATC 


3182 


Qy 


3181 


ACTGAGGATGAAACTGACTTTTGTCTTTTGGAGAAAAAAAACTGTACTG - TTGTTCAAGA 


3239 




MM II Mill 1 1 1 1 MUM 1 llllllll 1 1 MIIIIMI llllll 1 llllllllll 




Db 


3183 


ACTGAGGATGAAACTGACTTTTGTCTTTTGGAGAAAAAAAACTGTACTGCTTGTTCAAGA 


3242 


Qy 


3240 


GGGCTGTGATTAAAATCTTTAAGCATTTGTTCCTGCCAAGGTAG'l"lU"l'CTTGCA'l"l"i u l l G^ 


3299 




Mill 'MUM llllll 'Mllllll Mill MUM llllll 




Db 


3243 


GGGCTGTGATTAAAATCTTTAAGCATTTGTTCCTGCCAAGGTAGTTTTCTTGCATTTTGC 


3302 


Qy 


3300 


TCTCCATTCAGCATGTGTGTGGGTGTGGATGTTTATAAACAAGACTAAGTCTGACTTCAT 


3359 






III Mil 1 1 IN 1 1 III III! INI lllllllll llll llll 1 1 1 II 1 III 1 1 II III 




Db 


3303 


TCTCCATTCAGCATGTGTGTGGGTGTGGATGTTTATAAACAAGACTAAGTCTGACTTCAT 


3362 


Qy 


3360 


AAGG G CTTT CT AAAACC ATTTCTGT C C AAG AG AAAATG ACTTTTTG CTTTG AT ATT AAAA 


3419 






lllllllllllll II 1 1 II 1 II 1 N 1 N 1 1 II 1 II II 1 1 1 III 1 1 II 1 III 1 1 II 1 II 1 




Db 


3363 


AAGGGCTTTCTAAAACCATTTCTGTCCAAGAGAAAATGACTTT^ 


3422 


Qy 


3420 


ATTCAATGAGTAAAACAAAAGCTAGTCAAATGTGTTAGCAGCATGCAGAACAAAAACTT^ 


3479 



lllllllll Mill ! IIMIII Mill MIMMMI Mill: llllll 
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Db 3423 ATTCAATGAGTAAAACAAAAGCTAGTCAAATGTGTTAGCAGCATGCAGAACAAAAACITC 34 82 

Qy 34 80 AAACTTTCTCTCTCACrrATACAGTATATTGTCAATGTGAAAGTGTGGAATGGAAGAAATG 3539 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I IIMIII III IMIIIII III II III 
Db 34 83 AAACTTTCTCTCTCACTATACAGTATATTGTC - ATGTGAAAGTGTGGAATGGAAGAAATG 3541 



Qy 354 0 T CG AT C CTG TTGT AACTG ATTGTG AAC AC TTTT ATG AG CTTT AAAAT AAAGTT CATCTT A 3599 

1 1 1 1 1 1 M 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 M 1 1 1 1 1 1 1 M I 

Db 354 2 TCGATCCTGTTGTAACTGATTGTGAACACTTTTATGAGCTTTAAAATAAAGTTCATCTTA 3601 

Qy 3600 TGGTGTCATTT 3610 

Illllllllll 
Db 3602 TGGTGTCATTT 3612 



Conclusion 

No claim is allowed. 
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